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Welcome to the SIB BLAST Network Service 

If results of this search are reported or published, please mention that 
the computation was performed at the SIB using the BLAST network service. 
The SIB BLAST network service uses a server developed at SIB and the NCBI 
BLAST 2 software. 

In case of problems, please read the online BLAST help. 

If your question is not covered, please contact <helpdesk@expasy . org> . 
NCBI BLAST program reference [PMID : 92 54 6 94] : 

Altschul 3.F., Madden T.L., Schaffer A. A., Zhang J . , Zhang Z., Miller W., 
Lipman D.J. Gapped BLAST and PSI -BLAST: a new generation of protein 
database search programs . Nucleic Acids Res. 2 5:3389-3402(1997). 



Query: Q9QZM7 ; 73 3 AA 

Date run: 2007-11-13 20:35:31 UTC+0100 on blastOl .vital-it . ch 

Program: NCBI 3 LAS TP 2.2.16 [Mar-25-2007] 

Database: UniProtKB Homo sapiens 

82,088 sequences; 35,064,127 total letters 

UniProt Knowledgebase Release 12.4 consists of: 
UniProtKB/Swiss-Prot Release 54.4 of 23-Oct-2007: 287050 entries 
UniProt KB /TrEMBL Release 3 7.4 of 23 -Oct -2007= 4988379 entries 
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Isoform 3 of Q96S53 - Homo sapiens (Human) [TESK2 . . . 
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_HUMAN BEK fibroblast growth factor receptor (Fragment) . . . 


88 


4e- 


17 


r 


tr 


Q8J02 3 




__HUMAN NIMA-related protein kinase 3 [NEK3] [Homo sapie . . . 


88 


4e- 


17 


□ 


tr 


Q572P5 




HUMAN Tyrosine -protein kinase BTK isoform 65 (Fragment... 
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JKUMAN PKN2 protein [PKN2] [Homo sapiens (Human)] 
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STK4__HUMAN Serine/ threonine -protein kinase 4 (EC 2.7.1... 
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094804 




STK1 0_HUMAN Serine ./threonine - protein kinase 10 (EC 2.7... 
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LIMK2_HUMAN LIM domain kinase 2 (EC 2.7.11.1) (LIMK-2)... 
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Q9UFU0 




_HUMAN Putative uncharact erized protein DKFZp586K0922 (... 
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_HUMAN Uncharact erized protein STK10 [STK10] [Homo sapi . . . 
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__HUMAN STK4 protein (Fragment) [STK4] [Homo sapiens (Hu... 
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Isoform LIMK2b of P53671 - Homo sapiens (Human) [... 
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Isoform 2 of Q13043 - Homo sapiens (Human) [STK4] . . . 
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Q1S513 




PKN2_HUMAN Serine/threonine-protein kinase N2 (EC 2.7.... 
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Q96PY6 




NEK1__HUMAN Serine/threonine -prot ein kinase Nekl (EC 2 . . . . 


87 


8e- 


17 


□ 


sp 


Q96RW7 




HMCN1_HUMAN Hemicent in- 1 precursor (Fibulin-6) (FIBL-6... 
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Q86XJ6 




_HUMAN Protein kinase C, delta (Protein kinase C, delta... 
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_HUMAN NEK1 protein [NEK1] [Homo sapiens (Human)] 
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_HUMAN NEK1 protein (Fragment) [NEK1] [Homo sapiens (Hu. . . 
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_HUMAN Uncharact erized protein HMCN1 [HMCN1] [Homo sapi... 
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Isoform 2 of Q96RW7 - Homo sapiens (Human) [HMCN1 . . . 
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Isoform 2 of Q96PY6 - Homo sapiens (Human) [NEK1] . . . 
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Isoform 2 of Q13153 - Homo sapiens (Human) [PAK1] . . . 


87 


8e- 


17 


r 


sp 
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KPCD_HUMAN Protein kinase C delta type {EC 2.7.11.13) ... 
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CDK3__HUMAN Cell division protein kinase 3 (EC 2.7.11.2... 
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_HUMAN Putative uncharacterized protein DKFZp434B079 [D . . . 
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_HUMAN Putative uncharacterized protein DKFZp686D06121 . . . 
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MARK4_HUMAN MAP/microtubule affinity-regulating kinase... 
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AURKC_HUMAN Serine/threonine-protein kinase 13 (EC 2.7... 
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•2 


Isoform 2 of Q96L34 - Homo sapiens (Human) [MARK4 . . . 
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_HUMAN Aging-associated gene 6 protein [Homo sapiens (H... 
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Q5T5B4 
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sp 
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STK6JHUMAN Serine/threonine-protein kinase 6 (EC 2.7.1... 
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sp 
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STK3_HUMAN Serine/threonine-protein kinase 3 (EC 2.7.1... 
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sp 


09S747 




0XSR1 HUMAN Serine/threonine-protein kinase 0SR1 (EC 2... 
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□ 


sp 
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NUAK 1 _HUMAN NUAK family SNFl-like kinase 1 (EC 2.7.11.... 


85 
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tr 


Q6ZNR9 




_HUMAN CDMA FLJ27266 fis, clone TMS003S6, highly simila... 
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tr 


A7MD3 9 




__HUMAN NUAK family, SNFl-like kinase, 1 (NUAK family, S... 
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STK2 5_HUMAN Serine/threonine-protein kinase 25 (EC 2.7... 
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NEK6_HUMAN Serine/ threonine -protein kinase Nek6 (EC 2.... 
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sp 
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CDC2_HUMAN Cell division control protein 2 homolog (EC... 
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_HUMAN STK25 protein [Homo sapiens (Human)] 
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_HUMAN NIMA (Never in mitosis gene a) -related kinase 6 ... 
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__HUMAN NIMA (Never in mitosis gene a) -related kinase 6 ... 
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TNI3K_HUMAN Serine/threonine-protein kinase TNNI3K (EC... 
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_HUMAN AURKC protein (Aurora kinase C, isoform CRA__a) [... 
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_HUMAN Aurora-C [AURKC] [Homo sapiens (Human)} 
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JiUMAN CDC2 protein [CBC2] [Homo sapiens (Human) ] 
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Isoform 2 of Q9UQB9 - Homo sapiens (Human) [AURKC. . . 
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Isoform 2 of Q59H18 - Homo sapiens (Human) [TNNI3 . . . 
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CNTN5_HUMAN Contactin-5 precursor {Neural recognition . . - 
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__KUMAN CNTN5 protein [CNTNS] [Homo sapiens (Human) ] 
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_HUMAN CNTN5 protein [CNTNS] [Homo sapiens (Human) ] 
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Isoform 2 of 094779 - Homo sapiens (Human) [CNTN5 . . . 


84 
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Isoform 2 of Q9BYT3 - Homo sapiens (Human) [STK33 . . . 
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YSK4__HUMAN SPS1/STE20 - related protein kinase YSK4 (EC ... 
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MEL K_HUMAN Maternal embryonic leucine zipper kinase (E... 
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tr 


Q5T2S3 




_HUMAN Maternal embryonic leucine zipper kinase (Matern. . . 
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_HUMAN Maternal embryonic leucine zipper kinase variant . . . 
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Isoform 3 of Q56UN5 - Homo sapiens (Human) [YSK4] . . . 
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Isoform 5 of Q56UN5 - Homo sapiens (Human) [YSK4] . . . 
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Q00S34 




CDK6_HUMAN Cell division protein kinase 6 (EC 2.7.11.2... 
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Q5H9N4 




_HUMAN Putative uncharacterized protein DKFZp686L20222 . . . 
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A4D1GG 




HUMAN Cycl in-dependent kinase 6 (HCG19542) [CDK6] [Horn... 
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Q96GD4 




AURKB__HUMAN Serine/threonine-protein kinase 12 (EC 2.7... 
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Q6IAR3 




_HUMAN NEKS protein [NEK6] [Homo sapiens (Human) ] 
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__HUMAN Aurora kinase A [AURKA] [Homo sapiens (Human) ] 
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_HUMAN Discoidin domain receptor family, member 1 (Frag... 
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HUMAN Discoidin domain receptor family, member 1 (Frag... 


82 


2e- 


15 


r™? 

L„i 


sp 


Q6P5Z2 




PKN3_HUMAN Serine/ threonine -protein kinase N3 (EC 2.7. .. . 
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_ HUMAN Protein kinase, AMP- activated, alpha 1 catalytic... 
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__HUMAN LIM domain kinase 2 (LIM domain kinase 2, isofor. . . 
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SN1 L 1 _HUMAN Serine/threonine-protein kinase SNFl-like . . . 
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M3K15 HUMAN Mitogen-activated protein kinase kinase ki . . . 
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AAPK l __HUMAN 5 1 -AMP-activated protein kinase catalytic . . . 
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Isoform 2 of Q6ZN16 - Homo sapiens (Human) [MAPS K . . . 
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Isoform 3 of Q6ZN16 - Homo sapiens (Human) [MAP3K. . . 
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PKN1 HUMAN Serine/threonine-protein kinase Nl (EC 2.7... . 
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P AK2 __HUMAN Serine/threonine -protein kinase PAK 2 (EC 2... 
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Isoform 2 of Q9UPZ9 - Homo sapiens (Human) [ICK] . . . 
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PLK3_HUMAN Serine/ threonine -protein kinase PLK3 (EC 2.... 
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sp 
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NEK1 1__HUMAN Serine/threonine-protein kinase Nekll (EC ... 
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sp 


Q9UK3 2 




KS 6 A6_HUMAN Ribosomal protein S6 kinase alpha 6 (EC 2 . . . . 


81 
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sp 


Q 9NWZ 3 




IRAK4__HUMAN Int erleukin- 1 receptor-associated kinase 4... 


81 
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sp 


Q9UPZ9 




I CK_HUMAN Serine/threonine-protein kinase ICK (EC 2.7.... 


81 
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sp 


Q9P232 




CNTN3_HUMAN Contactin-3 precursor (Brain-derived immun. . . 


81 
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15 


1 ! 
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Q69FE3 




HUMAN Interleukin- 1 receptor-associated kinase 4 varia. . . 


81 
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Q5JR99 




__HUMAN Polo-like kinase 3 (Drosophila) [PDK3 } [Homo sap... 


81 
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L-J 
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0752 71 




__HUMAN R31237_l / (Fragment) [Homo sapiens (Human)] 


81 


7e- 
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t r 


A7MD4 1 




__HUMAN Intestinal cell (MAK-like) kinase (Intestinal ce. . . 


81 
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15 
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tr 


A6NKA6 




JKUMAN Uncharacterized protein CDKL5 [CDKL5] [Homo sapi . . . 


81 
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15 
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tr 


A6NHD7 




_HUMAN Uncharacterized protein NEK11 [NEK11] [Homo sapi... 


81 
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2 


Isoform 2 of Q8NG66 - Homo sapiens (Human) [NEK11... 
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Isoform 3 of Q8NG66 - Homo sapiens (Human) [NEK11... 


81 


7e- 


15 


L.j 


sp 


Q13153 




PAK1__HUMAN Serine/threonine-protein kinase PAK 1 (EC 2 . . . 
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tr 
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HUMAN MAP4K3 protein (Mitogen-activated protein kinase... 
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__HUMAN Interleukin-l receptor-associated kinase 4 short... 
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Q4KMG2 




_HUMAN PXDN protein (Fragment) [PXDN] [Homo sapiens (Hu... 
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le- 
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Isoform 3 of Q8IVH8 - Homo sapiens (Human) [MAP4K. . . 


ao 


le- 


14 


□ 


sp 




Q9UKE5 




TNIK_HUMAN TRAF2 and NCR- interacting protein kinase (E . . . 
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MAK HUMAN Serine/ threonine-protein kinase MAK (EC 2.7.... 
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CDKL5_HUMAN Cycl in -dependent kinase-like 5 (EC 2,7.11.... 


80 


2e- 


14 


□ 


sp 




Q92 7 72 




CDKL2_HUMAN Cyclin- dependent kinase-like 2 (EC 2.7.11.... 


80 


2e~ 


14 


□ 


tr 




QS IXN4 




_HUMAN MAK protein [Homo sapiens (Human) ] 
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_HUMAN Male germ cell-associated kinase (Male germ cell... 
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_HUMAN TRAP 2 and NCK interacting kinase (TRAF2 and NCK . . . 
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Isoform 2 of Q9UKE5 - Homo sapiens (Human) [TNIK] . . . 
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Isoform 3 of Q9UKE5 - Homo sapiens (Human) [TNIK] . . . 
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Isoform 7 of Q9UKE5 - Homo sapiens (Human) [TNIK] . . . 
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79 


2e- 


14 


r 


tr 




Q59FN2 




HUMAN P2 1 -activated kinase 2 variant (Fragment) [Homo . 
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Isoform 2 of Q4KMG0 - Homo sapiens (Human) [CDON] . . . 
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Isoform 2 of Q8IVT5 - Homo sapiens (Human) [KSRl] . . . 
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Isoform 3 of Q8IVT5 - Homo sapiens (Human) [KSRl]... 
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MK 1 1 _HUMAN Mitogen-activated protein kinase 11 (EC 2.7... 
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Isoform 2 of Q96S53 - Homo sapiens (Human) [TESK2 . . . 
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Alignments 



tr Q5EJG2 



Fibroblast growth factor receptor 1 {Fins-related tyrosine kinase 2, 



Q5BJG2_HUMAN Pfeiffer syndrome) [FGFRl] [Homo sapiens (Human)] 



align 



Score = 1420 bits (3677), Expect =0.0 

Identities = 696/735 (94%), Positives = 709/735 (96%), Gaps = 6/735 (0%) 

Query: 1 MWGWKCLLFWAVLVTATLCTARPAPTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPNPV 60 

MW WKCLLFWAVLVTATLCTARP+PTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPNPV 
Sbjct: 1 MWSWKCLLFWAVLVTATLCTARPSPTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPNPV 60 

Query: 61 APYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPWPTLRWLKNGKEFKPDHRIGGYKVRYA 12 0 

AP YWTS PEKMEKKLHAVPAAK WKFKCPSSGTPNPTLRWLKNGKEFKPDHR I GGYKVRYA 
Sbjct: 61 APYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHR I GGYKVRYA 120 



Query: 121 TWSI IMDSWPSDKGNYTCIVENEYGSINHTYQLDWERSPHRPI LQAGLPANKTVALGS 180 
T W S 1 1 MDSW P SD KGN YT C I VENE YGS I NHT YQLD WER S PHR P I LQAGLP ANKT V ALG S 
121 TWSIIMDSWPSDKGNYTCIVENEYGSINHTYQLDWERSPHRPILQAGLPANKTVALGS 18 0 



Sbj Ct 
Query 
Sbj ct 



181 NVEFMCKVYSDPQPHIQWLKHIEVNGSKIGPDNLPYVQILKHSGINSSDAE - -VLTLFNV 23 8 

NVEFMCKVYSDPQPHIQWLKHIEVNGSKTGPDNLPYVQILK +G+N++D E VL L NV 
181 NVE FMCKVY SD PQ P H I QWLKH I EVNGSKIGPDNLPYVQ I LKTAGVNTTDKEMEVLHLRNV 240 



Query: 239 TEAQSGEYVCKVSNYIGEANQSAWLTVTRPVAKALEERPAVMTSPLYLEI I IYCTGAFLI 298 

+ +GEY C N IG ++ SAWLTV ~ALEERPAVMTSPL.YI.EI I IYCTGAFLI 

Sbjct: 241 SFEDAGEYTCLAGNS IGLSHHSAWLTVL EALEERPAVMTSPLYLEI I IYCTGAFLI 296 

Query: 2 99 SCMLGSVIIYKMKSGTKKSDFHSQMAVHKLAKSIPLRRQVTVSADSSASMNSGVLLVRPS 3 58 

SCM+GSVI + YKMKSGTKKSDFHSQMAVHKLAKS I PLRRQVTVSADSSASMNSGVLLVRPS 
Sbjct: 2 97 SCMVGSVIVYKMKSGTKKSDFHSQMAVHKLAKS I PLRRQVTVSADSSASMNSGVLLVRPS 3 56 

Query: 3 59 RLSSSGTPMLAGVSEYELPEDPRWELPRDRLVLGKPLGEGCFGQWLAEAIGLDKDKPKR 418 

RLSSSGTPMLAGVSEYELPEDPRWELPRDRLVLGKPLGEGCFGQWLAEAXGLDKDKPNR 
SbjCt: 357 RLSS3GTPMLAGVSEYELPEDPRWELPRDRLVLGKPLGSGCFGQWLAEAIGLDKDKPNR 416 

Query: 419 VTKVAVKMLKSDATEKDLSDLISEMEMMKMIGKHKNIINLLEACTQDGPLYVIVEYASKG 478 

VTKVAVKMLKSDATEKDLSDLI SEMEMMKMIGKHKNI INLL ACTQDGPLYVIVEYASKG 
Sbjct: 417 VTKVAVKMLKSDATEKDLSDLISEMEMMKMIGKHKNIINLLGACTQDGPLYVIVEYASKG 476 

Query: 47 9 NLREYLQARRPPGLEYCYNPSHNPEEQL S SKDLVS CAYQVARGME YLASKKC I HRDLAAR 53 8 

NLREYLQARRPPGLEYCYNPSHNPEEQLSSKDLVSCAYQVARGMEYLASKKCIHRDLAAR 
Sbjct: 477 NLREYLQARRPPGLEYCYNPSHNPEEQLSSKDLVSCAYQVARGMEYLASKKCIHRDLAAR 53 6 

Query: 53 9 NVLVTEDNVMK I AD FGLARD I HH ID Y YKKTTNGRLPVKWMAPEAL FDR I YTHQ SDVWSFG 5 98 

NVLVTEDNVMKIADFGLARDIHHIDYYKKTTNGRLPVKWMAPEALFDRIYTHQSDVWSFG 
Sbjct: 53 7 NVLVT EDNVM K I AD F GLARD I HH I D Y YKKT TNGRL PVKWMAP EAL FDR I Y THQ SD VW S FG 596 

Query: 599 VLLWEIFTLGGSPYPGVPVEELFKLLKEGHRMDKPSNCTNELYl^MRDCWHAVPSQRPTF 658 

VLLWEIFTLGGSPYPGVPVEELFKLLKEGHRMDKPSNCTNELYMMMRDCWHAVPSQRPTF 
Sbjct: 597 VLLWEIFTLGGSPYPGVPVEELFKLLKEGHRMDKPSNCTNELYMMMRDCWHAVPSQRPTF 656 



Query: 65 9 KQLVEVLDRIVALTSNQEYLDLSIPLDQYSPSFPDTRSSTCSSGEDSVFSHEPLPEEPCL 718 

KQLVE LDRIVALTSNQEYLDLS+PLDQYSPSFPDTRSSTCSSGEDSVFSHEPLPEEPCL 
SbjCt: 657 KQLVEDLDRIVALTSNQEYLDLSMPLDQYSPSFPDTRSSTCSSGEDSVFSHEPLPEEPCL 716 
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Query: 719 PRHPTQLANSGLKRR 73 3 

PRHP QLAN GLKRR 
Sbjct: 717 PRHPAQLANGGLKRR 731 



Sp__VS P11362-14 Isoform 15 of P11362 - Homo sapiens (Human) [FGFRl] [Homo sapiens 731 AA 
FGFR1_HUMAN (Human)] align 

Score = 1420 bits (3677), Expect = 0.0 

Identities = 696/735 (94%) , Positives = 709/735 (96%) , Gaps = 6/735 (0%) 

MWGWKCLLFWAVLVTATLCTARPAPTLPEQDALPSSEDDDPDDDSSSEEKETDNTKPNPV 60 
MW WKCLLFWAVLVTATLCTARP+PTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPNPV 
MWSWKCLLFWAVLVTATLCTARPSPTLPEQDALPSSEDDDDDBDSSSEEKETDNTKPNPV 60 

APYWTSPEKMEKKLHAVPAAKWKFKCPSSGTPNPTLRWLKNGKEFKPDHRIGGYKVRYA 12 0 
APYWTSPEKMEKKIxHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHRIGGYKVRYA 
APYV7TSPEKMEKKLHAVPAAK , T/KFKCPSSGTPNPTLRWLKNGKEFKPDHRIGGYKVRYA 12 0 

TWSI IMDSWPSDKGNYTCIVEHEYGS INHTYQLDVVERSPHRPILQAGLPANKTVALGS 180 

TWSIIMDSVVPSDKGNYTCIVENEYGSINHTYQLDWERSPHRPILQAGLPANKTVALGS 



NVEFMCKVY SD PQ PH I QWLKH I EVNGSKI GPDNLP YVQ ILK +G+N++D E VL L NV 



Query : 


1 


SbjCt : 


1 


Query : 


61 


Sbj Ct : 


61 


Query : 


121 


Sbj Ct : 


121 


Query : 


181 


Sbj Ct : 


181 


Query : 


23 9 


Sbj Ct : 


241 


Query : 


2 99 


Sbj Ct : 


2 97 


Query : 


3 5 9 


Sbjct ■ 


357 


Query: 


419 


SbjCt : 


417 


Query: 


479 


SbjCt : 


477 


Query : 


539 


Sbjct : 


537 


Query : 


599 


SbjCt : 


597 


Query : 


659 


Sbjct : 


657 


Query: 


719 


Sbjct : 


717 



N IG ++ SAWLTV 



+ALEERPAVMTSPLYLEI I IYCTGAFLI 

- - EALEERPAVMTSPLYLEI I I YCTGAFLI 2 96 



SCM+GSVI+YKMKSGTKKSDFHSQr4AVHKLAK8IPLRRQVTVSAr>SSASI^NSGVLLVRPS 



RLSSSGTPMLAGVSEYELPEDPRWELPRDRLVLGKPLGEGCFGQWLAEAIGLDKDKPNR 



VTKVAVKMLKSDATEKDLSDLISEMEMMKMIGKHKNI INLL ACTQDGPLYV I VE YASKG 



NLREYLQARRPPGLEYCYNPSHNPEEQLSSKDLVSCAYQVARGMEYLASKKCIHRDLAAR 



NVL VTEDNVMK I AD FGL ARD I HH I D Y Y KKT TNGRL P VKWMAP E AL FD R I YTH Q SD VW S FG 



VLLWE I FTLGGSP YPGVPVEELFKLLKEGHRMDKP SNCTNEL YMMMRD CWHAV P S Q R PT F 



KQIiVE LDRI VALTSNQEYLDLS+PLDQYSPSFPDTRSSTCSSGEDSVFSHEPLPEEPCL 



PRHP QLAN GLKRR 



sp_vs P11362-3 Isoform 6 of P11362 - Homo sapiens (Human) [FGFR13 [Homo sapiens 733 AA 

FGFR INHUMAN (Human)] align 

Score = 1415 bits (3664), Expect = 0.0 

Identities = 696/737 (94%) , Positives = 709/737 (96%) , Gaps = 8/737 (1%) 

Query: 1 IWGWKCLLFWAVLVTATLCTARPAPTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPN-- 5 8 

MW WKCLLFWAVLVTATLCTARP+PTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPN 
Sbjct: 1 MWSWKCLLFWAVLVTATLCTARPSPTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPNRM 60 

Query: 59 PVAPYWTSPEKN1EKKLHAYPAAKTVKFKCPSSGTPNPTLRWLKISFGKEFKPDHRIGGYKVR 118 

PVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHRIGGYKVR 
SbjCt: 61 PVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPMPTLRWLKNGKEFKPDHRIGGYKVR 120 

Query: 119 YATWSI IMDSWPSDKGNYTCIVENEYGSINHTYQLDWERSPHRPILQAGLPANKTVAL 178 

YATW S 1 1 MD SWP SDKGNYTC I VENE YGS INHT YQLD WER S PHRP I LQ AGLP ANKTVAL 
Sbjct: 121 YATW S I IMDSWP SDKGNYTC I VENEYGS INHT YQLD WERS PHRP I LQAGLP ANKTVAL 180 
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Query : 


17 9 


Sb j Gt : 






2 3 7 


Sbj c t ■ 


2 41 






Sbj Ct : 


2 97 




3 5 7 


Sbj Ct : 


3 57 


Query : 




SbT C t : 




Query : 




Sbj • 


477 






SbjCt: 




Query : 


597 


Sbjct : 


597 


Query: 


657 


Sbjct : 


657 


Query: 


717 


Sbjct : 


717 



G SNVE FMCKV Y SD PQ P H I Q WL KK I EVNGS K I GPDN L P YVQ ILK +G+N++D E VL L 



+ALEERPAVMTSPLYLE I I I YCTGAF 
- EAL E E R PAVMT SPLYLEII I YCTGAF 2 96 



L ISCM+GSV I + Y KM KSGTKKSDFHS QMAVH KL AKS I PLRRQVTVS ADS SASMNSGVLLVR 



PSRLSSSGTPMLAGVSEYELPEDPRWELPRDRLVLGKPLGEGCFGQWLAEAIGLDKDKP 



NRVTKVAVKMLKSDATEKDLSDLI SEMEMMKMIGKHKNI INLL ACTQDGPLYVI VEYAS 



KGNLREYLQARRPPGLEYCYNPSHNPEEQLSSKDLVSCAYQVARGMEYLASKKCIHRDLA 



AREvTVLVTEDNVMKIADFGLARDIHHIDYYKKTTNGRLPVKWMAPEALFDRIYTHQSDVWS 



FGVLLWEIFTLGGSPYPGVPVEELFKLLKEGHRMDKPSNCTNELYMMMRDCWHAVPSQRP 



TFKQLVE LDRIVALTSNQEYLDLS+PLDQYSPSFPDTRSSTCSSGEDSVFSHEPLPEEP 



CLPRHP QLAN GLKRR 



sp_vs P11362 -4 Isoform 8 of P11362 - Homo sapiens (Human) [PGFR1] [Homo sapiens 731 AA 

FGFR 1_HUMAN (Human) 3 align 

Score = 1407 bits (3642), Expect = 0.0 

Identities = 694/737 (94%), Positives - 707/737 (95%), Gaps = 10/737 (1%) 

MWGWKCLLFWAVLVTATLCTARPAPTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPN- - 5 8 
MW WKCLLFWAVLVTATLCTARP+PTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPN 
MWSWKCLLFWAVLVTATLCTARPSPTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPNRM 6 0 

PVAPYWT SPEKMEKKLHAVPAAKTVKFKCPS SGTPNPTLiRWLKNGKE FKPDHR I GGYKVR 118 
PVAPYWTSPEKMEKKLHAVPAAKTVKFKCPS SGTPNPTLRWLKNGKEFKPDHR I GGYKVR 



YATWSIIMDSWPSDKGNYTCIVENEYGSINHTYQLDWERSPHRPILQAGL.PANKTVAI, 
YATWS I IMDSWPSDKGNYTC I VENEYGS INHTYQLDWERSPHRPI LQAGLPANKTVAL 18 0 

GSNVEFMCKVYSDPQPHIQWLKHIEVNGSKIGPDNLPYVQILKHSGINSSDAE- -VLTLF 23 6 
GSNVEFMCKVYSDPQPHIQWLKHIEVNGSKIGPDNLPYVQILK +G+N++D E VL L 
GSNVEFMCKVYSDPQPH I QWLKH I EVNGS KI GPDNLP YVQ ILKTAGVNTTDKEME VLHLR 2 4 0 

NVTEAQSGEYVCKVSNYIGEANQSAWLTVTRPVAKALEERPAVMTSPLYLEII I YCTGAF 2 96 
NV+ +GEY C N IG ++ SAWLTV +ALEERPAVMTSPLYLEI I I YCTGAF 

NVSFEDAGEYTCLAGNSIGLSHHSAWLTVL EALEERP AVMTSPLYLE III YCTGAF 296 

L I SCMLGSV I I YKMKSGTKKSDFHSQMAVHKLAKS I PLRRQVTVSADS SASMNSGVLLVR 3 5 6 
L I SCM+GSVI + YKMKSGTKKSDFHSQMAVHKLAKS I PLRRQV SAD S SASMNSGVLLVR 
LISCMVGSVIVYKMKSGTKKSDFHSQMAVHKLAKSIPLRRQV- - SAD S SASMNSGVLLVR 3 54 

PSRLSSSGTPMLAGVSEYELPEDPRWELPRDRLVLGKPLGEGCFGQVVLAEAIGLDKDKP 416 
PSRLSSSGTPMLAGVSEYELPEDPRWELPRDRLVLGKPLGEGCFGQWLAEAIGLDKDKP 
PSRLSSSGTPMLAGVSEYELPEDPRWELPRDRLVLGKPLGEGCFGQWLAEAIGLDKDKP 414 

NRVTKVAVKMLKSDATEKDLSDL I SEMEMMKMIGKHKNI INLL EACTQDGPLYV I VEYAS 47 6 
NRVTKVAVKMLKSDATEKDLSDLI SEMEMMKMIGKHKNI INLL ACTQDGPLYVI VEYAS 
NRVTKVAVKMLKSDATEKDLSDLI SEMEMMKMIGKHKNI INLLGACTQDGPLYVIVEYAS 4 7 4 

KGNLREYLQARRPPGLEYCYNPSHNPEEQLSSKDLVSCAYQVARGMEYLASKKCIHRDLA 53 6 
KGNLREYIiQARRPPGLEYCYNP 3HN P EEQL S S KDL V S CA YQVARGME YLAS KKC I HRDL A 
KGNLREYLQARRPPGLEYCYNPSHNPEEQLSSKDLVSCAYQVARGMEYLASKKCIHRDLA 53 4 

Query: 53 7 ARN V L VT EDNVMK I AD FGL ARD I HH I D Y YKKTTNGRL P VKWMAP EAL FDR I YTHQ SD VW S 5 96 



Query: 


1 


SbjCt : 


1 


Query: 


59 


SbjCt : 


61 


Query: 


119 


SbjCt: 


121 


Query: 


179 


SbjCt : 


181 


Query: 


237 


Sbjct : 


241 


Query: 


297 


SbjCt : 


297 


Query : 


357 


SbjCt : 


355 


Query: 


417 


Sbj Ct : 


415 


Que ry : 


477 


Sbj Ct : 


475 


Query: 


537 
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ARNVLVTEDNVMKI ADFGLARD I HH IDYYKKTTNGR LPVKWMAPEALFDR I YTHQSDVWS 
Sbjct: 53 5 ARNVLV TEDNVMK I ADFGLARD I KH I D Y YKKT TNGRL P VKWMAP E AL FDR I YTHQ SD VW S 5 94 

Query: 5 97 FGVLLWEI FTLGGSPYPGVPVEELFKLLKEGHRMDKPSNCTNELYMMMRDCWHAVPSQRP 65 6 

FGVLLWEI FTLGGSPYPGVPVEELFKLLKEGHRMDKPSNCTNELYMMMRDCWHAVPSQRP 
Sbjct: 595 FGVLLWSIFTLGGSPYPGVPVEELFKLLKEGKRMDKPSNCTNELYMMMRDCWHAVPSQRP 654 

Query: 657 TFKQLVEVLDRIVALTSNQEYLDLSIPLDQYSPSFPDTRSSTCSSGEDSVFSHEPLPEEP 716 

TFKQLVE LDRIVALTSNQEYLDLS+PLDQYSPSFPDTRSSTCSSGEDSVFSHEPLPEEP 
Sbjct: 655 TFKQLVEDLDRIVALTSNQEYLDLSMPLDQYSPSFPDTRSSTCSSGEDSVFSHEPLPEEP 714 

Query: 717 CLPRHPTQLANSGLKRR 73 3 

CLPRHP QLAN GLKRR 
Sbjct: 715 CLPRHPAQLANGGLKRR 731 



sp_vs PI 13 62 - 7 Isoform 14 of PI 13 62 - Homo sapiens (Human) [FGFRl] [Homo sapiens 820 AA 

FGFR INHUMAN (Human)] align 

Score = 1357 bits {3513}, Expect = 0.0 

Identities - 668/705 (94%), Positives = 630/705 (96%), Gaps - 6/705 (0%) 

DALPSSEDDDDDDDSSSEEKETDNTKPNPVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSS 9 0 
DALPSSEDDDDDDDSSSEEKETDMTKPNPVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSS 



GTPNPTLRWLKNGKEFKPDHRIGGYKVRYATWSI IMDSWPSDKGNYTCIVENEYGSINH 



TYQLDWERSPHRPILQAGLPANKTVALGSNVEFMCKVYSDPQPHIQWLKHIEVNGSKIG 



Query : 


31 


Sb j Ct : 


120 


Query : 


91 


SbjCt : 


180 


Query: 


151 


Sbjct : 


240 


Query: 


211 


Sbjct : 


300 


Query : 


269 


SbjCt : 


358 


Query: 


329 


SbjCt : 


416 


Query: 


389 


SbjCt : 


476 


Query: 


449 


SbjCt : 


536 


Query : 


509 


SbjCt : 


596 


Query : 


569 


Sbjct : 


656 


Query : 


629 


SbjCt: 


716 


Query: 


689 


Sbjct : 


776 


Score 


- 9: 


Identities 


Query : 


l 


Sbjct : 


l 


Query : 


61 


Sbjct : 


31 


Query: 


121 


SbjCt : 


83 



PDNLPYVQILK +G+N+ + D E VL L NV+ +GEY C N IG ++ SAWLTV 



+ALEERPAVMTSPLYLE1 1 1 YCTGAFLISCM+GSVI +YKMKSGTKKSDFKSQMAVHKL 



AKSIPLRRQVTVSADSSASMNSGVLLVRPSRLSSSGTPMLAGVSEYELPEDPRWELPRDR 



LVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDLISEMEMMKM 



IGKHKNI INLL ACTQDGPLYVIVEYASKGNLREYLQARRPPGLEYCYNPSHNPEEQLSS 



KDLVSCAYQVARGMEYLASKKCIHRDLAARNVLVTEDNVMKIADFGLARDIHHIDYYKKT 



TNGRLPVKWMAPEALFDRIYTHQSDVWSFGVLLWEIFTLGGSPYPGVPVEELFKLLKEGH 



RMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVE LDRIVALTSNQEYLDLS+PLDQYS 



PSFPDTRSSTCSSGEDSVFSHEPLPEEPCLPRHP QLAN GLKRR 



MWGWKCLLFWAVLVTATLCTARPAPTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPNPV 60 
MW WKCLLFWAVLVTATLCTARP+PTLPEQ 

MWSWKCLLFWAVLVTATLCTARPSPTLPEQ 3 0 



W +P ++E L V ++ + C 4-+ WL++G + +R R 
PWGAPVEVESFL- - VHPGDLLQLRCRLRDDVQ- SINWLRDGVQLAESNR TRIT 82 



VP+D G Y C+ 
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http://www.expasy.ch/cgi-bin/blast.pl 



Query : 
Sbjct : 
Query : 
Sbjct : 
Query: 
Sbjct: : 



163 RPILQAGLPANK TVALGSNVEFMCKVYSDPQPHIQWLKHIEVNGSKIGPD 212 

P+ K V V+F C P P ++WLK NG + PD 
143 NTKPNPVAPYWTSPEKMEKKLHAVPAAKTVKFKCPS3GTPNPTLRWLK NGKEFKPD 198 

213 NLPYVQILKHSGINSSDAEVLTL.FNVTEAQSGEYVCKVSNYIGEANQSAWLTVT R 2 67 

+ ++++ + + + +V + GYCVNGN+LV R 

19 9 HRIGGYKVRYATWS IIMDSWPSDKGNYTCIVENEYGSINHTYQLDWERSPHR 2 52 

2 68 PVAKA 2 72 

P+ +A 
253 PILQA 257 



sp P113 62 Basic fibroblast growth factor receptor 1 precursor (EC 2.7.10.1) 822 AA 

FGFR 1 _HUMAN (FGFR-1) (bFGF-R) (Fms-like tyrosine kinase 2} (c-fgr) align 
(CD331 antigen) CFGFR1] [Homo sapiens (Human) 3 



Score = 1352 bits (3500), Expect = 0.0 

Identities = 668/707 (94%), Positives = 680/707 (96%), Gaps = 8/707 (1%) 

Query: 31 DAL P S S EDDDDDDD S S S EE KETDNTKPN - - P V AP YWT S P EKMEKKLHAV P AAKT VKFKCP 88 

DAL P S S EDDD DDDD S S S EE KETDNT K PN PVAPYWTSPEKMEKKLHAVPAAKTVKFKCP 
Sb j C t : 12 0 DALP S SEDDDDDDDSSS EEKETDNTKPNRMPVAPYWTSPEKMEKKLHAVP AAKT VKFKCP 17 9 

Query: 89 S SGTPNPTLRWLKNGKEFKPDHR I GGYKVRYATW SI IMDSWPSDKGNYTCIVENEYGSI 148 

SSGTPNPTLRWLKNGKEFKPDHRIGGYKVRYATWSIIMDSWPSDKGNYTCIVENEYGSI 
Sbjct: 180 S SGTPNPTLRWLKNGKEFKPDHR I GGYKVRYATWS I IMDSWPSDKGNYTCIVENEYGSI 23 9 

Query: 149 NHTYQLDWERSPHRP I LQAGLPANKTVALGSNVEFMCKVYSDPQPHIQWLKH I EVNGSK 2 08 

NHTYQLDWERSPHRP I LQAGLP ANKTVALGSNVEFMCKVYSDPQPHI QWLKH I EVNGSK 
Sbjct: 2 40 NHTYQLDWERSPHRP I LQAGLP ANKTVALGSNVEFMCKVYSDPQPHI QWLKH I EVNGSK 2 99 

Query: 209 IGPDNLPYVQILKHSGINSSDAE- -VLTLFNVTEAQSGEYVCKVSNYIGEANQSAWLTVT 266 

IGPDNLPYVQILK +G+N++D E VL L NV+ +GEY C N IG ++ SAWLTV 
Sbjct: 300 IGPDNLPYVQILKTAGVNTTDKEMEVLHLRNVSFEDAGEYTCLAGNSIGLSHHSAWLTVL 359 

Query: 2 67 RPVAKALEERPAVMTSPLYLEI I I YCTGAFLI SCMLGSVI I YKMKSGTKKSDFHSQMAVH 32 6 

+ ALE ERPAVMT S PLYLE 1 1 1 Y CTGAF LIS CM+ G S V I + YKMKSGTKKSDFHSQMAVH 
Sbjct: 3 60 - - - BALEERPAVMTSPLYLEI 1 1 YCTGAFLI SCMVGSV I VYKMKSGTKKSDFHSQMAVH 415 

Query: 32 7 KLAKSIPLRRQVTVSADSSASMNSGVLLVRPSRLSSSGTPMLAGVSEYELPEDPRWELPR 3 86 

KLAKS I PLRRQVTVS ADS SASMNSGVLLVRPSRLSSSGTPMLAGVSE YELPED PRWELPR 
Sbjct: 416 KLAKS I PLRRQVTVS ADS SASMNSGVLLVRPSRLSSSGTPMLAGVSE YELP ED PRWELPR 475 

Query: 3 87 DRLVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDL I SEMEMM 446 

DRLVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDLISEMEMM 
Sbjct: 476 DRLVLGKPLGEGCFCQWLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDLISEMEMM 53 5 

Query: 447 KMIGKHKNI INLLEACTQDGPLYVIVEYASKGNLREYLQARRPPGLEYCYUPSHNPESQL 506 

KMIGKHKNI INLL ACTQDGPLYVIVEYASKGNLREYLQARRPPGLEYCYNPSKNPEEQL 
SbjCt: 53 6 KMIGKHKNI I NLLGACTQDGPLYV I VEYASKGNLREYLQARRPPGLEYCYNPSHNPESQL 5 95 

Query: 507 SSKDLVSCAYQVARGMEYLASKKCIHRDLAARNVLVTEDNVMKIADFGLARDIKHTDYYK 566 

S S KD L VS CAYQVARGME Y LAS KKC I HRD L AARNVL VTEDNVMK I AD FGL ARD I HH I D YYK 
Sbjct: 596 SSKDLVSCAYQVARGMEYLASKKCIHRDLAARNVLVTEDNVMKIADB'GLARDIHHIDYYK 655 

Query: 567 KTTNGRLPVKWMAPEALFDRI YTHQSDVWSFGVLLWE I FTLGGSPYPGVPVEELFKLLKE 62 6 

KTTNGRLPVKWMAPEALFDRIYTHQSDWSFGVLLWE I FTLGGSPYPGVPVEELFKLLKE 
Sbjct: 656 KTTNGRLPVKWMAPEALFDRI YTHQSDVWSFGVLLWE I FTLGGSPYPGVPVEELFKLLKE 715 

Query: 627 GHRMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVEVLDRIVALTSNQEYLDLSIPLDQ 686 

GHRMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVE LDRIVALTSNQEYLDLS-rPLDQ 
Sbjct: 716 GHRMDKPSNCTNELYMMT4RDCVJHAVPSQRPTFKQLVEDLDRIVALTSNQEYLDLSMPLDQ 77 5 

Query: 6 87 YSPSFPDTRSSTCSSGEDSVFSHEPLPEEPCLPRHPTQLANSGLKRR 73 3 

YSPSFPDTRSSTCSSGEDSVFSHEPLPEEPCLPRHP QLAN GLKRR 
SbjCt: 776 YSPSFPDTRSSTCSSGEDSVFSHEPLPEEPCLPRHPAQLANGGLKRR 822 



Score = 90.5 bits (223), Expect = 9e-18 

Identities = 78/307 (25%), Positives = IIS/307 (38%), Gaps = 83/307 (27%) 



Query: 


1 


MWGWKCLLFWAVLVTATLCTARPAPTLPEQDALPSSEDDDDDDDSS SEEKS TDNTKPNPV 


60 






MW WKCLLFWAVLVTATLCTARP+ PTLPEQ 




Sbjct : 


1 


MWSWKCLLFWAVLVTATLCTARPSPTLPEQ 


30 


Query: 


61 


APYWTSPEKMEKKLHAVFAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHRIGGYKVRYA 


120 






A W +P ++E L V ++ +C ++ WL++G + +R R 




SbjCt : 


31 


AQPWGAPVEVESFL- - VHPGDLLQLRCRLRDDVQ - S INWLRDGVQLAESNR TRIT 


82 


Query : 


121 


TW S I IMDSWP SDKGNYT C I VENE YG S INHTYQ LD WER S P 


161 






+ + VP+D G Y C+ + GS + ++V + P 




SbjCt : 


83 


GEEVEVQDSVPADSGLYACVTSSPSGSDTTYFSVNVSDALPSSEDDDDDDDSSSEEKETD 


142 
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Query : 


162 


HRFILQAGLPANK TVALGSNVEFMCKVY SDPQPHIQWLKHIEVNGSKIG 


210 






P + K V V+F C P P + +WLK NG + 




SbjCt : 


143 


NTKPNRMPVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLK NGKEFK 


193 


Query : 


211 


PDNLPWQILKHSGINSSDAEVLTLFN^/TEAQSGEYVCKVSNYIGEANQSAWLTVT 


266 






p D+ + + + + + + + +V + GYCVN G N + L V 




Sbjct : 


199 


PDHR I GGYKVRYATWS IIMDSWPSDKGNYTCIVENEYGSINHTYQLDWERSP 


252 


Query : 


267 


-RPVAKA 2 72 








RP+ +A 




Sbjct : 


253 


HRPILQA 25 9 





tr Q53HS3 Fibroblast growth factor receptor 1 isoform 2 variant (Fragment) 320 AA 

Q5 3H6 3_HUMAN [Homo sapiens (Human) 3 align 



Score = 1351 bits (3496), Expect =0.0 

Identities = 665/705 (94%), Positives - 678/705 (96%), Gaps - 6/705 (0%) 

Query: 31 DALPSSEDDDDDDDSSSEEKETDNTKPNPVAPYWTSPEKMEKKLtHAVPAAKTVKFKCPSS 90 

DALPSSEDDDDDDDSSSEEKETDNTKPNPVAPYWTSPEKMEKKLHAVPAAXTVKFKCPSS 
Sbjct: 120 DALPSSEDDDDDDDSSSEEKETDNTKPNPVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSS 17 9 

Query: 91 GTPNPTLRWLKNGKEFKPDHR I GGYKVRYATWS I IMDSWPSDKGNYTCIVENEYGSINH 150 

GTPNPTLRWLKNGKEFKPDHRIGGYKVRYATWS I I MDSVVP D KGN Y T C I VENEYG S I NH 
Sbjct: 180 GTPNPTLRWLKNGKEFKPDHRIGGYKVRYATWSIIMPSWPFDKGNYTCIVENEYGSINH 239 

Query: 151 T YQLDVVERSPHRPI LQAGLPANKTVALGSNVEFMCKVYSDPQPH I QWLKH I EVNGSKIG 210 

T YQLDVVERSPHRPI LQAGLPANKTVALGSNVEFMCKVYSDPQPH I QWLKH 1 EVNGSKIG 
Sbjct: 240 T YQLD WER S PHRP I LQ AGL P ANKTVALG SNVE FMCKVY SDP Q PH I QWLKH I EVNGS K I G 2 99 

Query: 211 PDNLPYVQILKHSGINSSDAE- -VLTLFNVTEAQSGEYVCKVSNYIGEANQSAWLTVTRP 2 68 

PDNLPYVQILK +G+N+-D E VL L NV+ +GEY C N IG ++ SAWLTV 
Sbjct: 300 PDNLPYVQ I LKTAGVNTTDKEMEVLHLRNVSFEDAGEYTCLAGNS IGLSHHSAWLTVL - - 357 

Query: 269 VAKALEERPAVMTSPLYLEI I IYCTGAFLI SCMLGSVI IYKMKSGTKKSDFHSQMAVHKL 328 

+ALEERPAVMTSPLYLEI I IYCTGAFLI SCM+GSVI+YKMKSGTKKSDFHSQMAVHKL 
Sbjct: 358 - -EALEERPAVMTSPLYLEI I IYCTGAFLI SCMVGSVIVYKMKSGTKKSDFHSQMAVHKL 415 

Query: 32 9 AKSIPLRRQVTVSADSSASMNSGVLLVRPSRLSSSGTPMLAGVSEYELPEDPRWSLPRDR 3 88 

AKSIPLRRQVTVSADSSASMNSGVLLVRPSRLSSSGTPMLAGVSEYELPEDPRWELPRDR 
Sbjct: 416 AKSIPLRRQVTVSADSSASMNSGVLLVRPSRLSSSGTPMLAGVSEYELPEDPRWELPRDR 475 

Query: 38 9 LVLGKPLGEGCFGQVVLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDL I SEMEMMKM 448 

LVLG+ PLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDLI SEMEMMKM 
Sbjct: 476 LVLGRPLGEGCFGQVVLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDL I SEMEMMKM 535 

Query: 44 9 IGKHKNI INLLEACTQDGPLYVIVEYASKGNLREYLQARRPPGLEYCYNPSHNPEEQLSS 5 08 

IGKHKNI INLL ACTQDGPLYVIVEYASKGNLREYLQA RP PGL E YC YNP S HN P EBQL S S 
Sbjct: 536 IGKHKNI INLLGACTQDGPLYVIVEYASKGNLREYLQAWRPPGLEYCYNPSHNPEEQLSS 595 



Query: 509 KDLVSCAYQVARGMEYLASKKCIHRDLAARNVLVTEDNVMKIADFGLARDIHHIDYYKKT 568 

ICDLVSCAYQVARGMEYLASKKCIHPXJLAARN^/LVTEDNVMKIADFGLARDIHHIDYYKKT 
SbjCt: 596 KDLVSCAYQVARGMEYLASKKCIHRDLAARNVLVTEDNVMKIADFGLARD1HHIDYYKKT 655 



Query: 


569 


TNGRLPVKWMAPEALFDR I YTHQSDVWSFGVLLWEIFTLGGSPYPGVPVEELFKLLKEGH 


628 






TNGRLPVKWMAPEALFDRIYTHQSDVWSFGVLLWEIFTLGGSPYPGVPVEELFKLLKEGH 




Sbjct : 


656 


TNGRLPVKWMAPEALFDR I YTHQSDVWSFGVLLWE I FTLGGSPYPGVPVEELFKLLKEGH 


715 


Query: 


629 


RMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVEVLDRIVALTSNQEYLDLSIPLDQYS 


688 






RMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVE LDRIVALTSNQEYLDLS+PLDQYS 




Sbj ct : 


716 


RMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVEDLDRIVALTSNQEYLDLSMPLDQYS 


775 


Query: 


689 


PSFPDTRSSTCSSGEDSVFSHBPLPEEPCLPRHPTQLANSGLKRR 7 3 3 








PSFPDTRSSTCSSGEDSVFSHEPLPEEPCLPRHP QLAN GLKRR 




Sbj Ct : 


776 


PSFPDTRSSTCSSGEDSVFSHEPLPEEPCLPRHPAQLANGGLKRR 82 0 




Score 


= 90.1 bits (222), Expect = le-17 




Identities 


3 - 78/305 (25%), Positives = 117/305 (38%), Gaps = 81/305 (26%) 


Query: 


1 


MWGWKCLLFWAVLVTATLCTARPAPTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPNPV 


60 






MW WKCLLFWAVLVTATLCTARP+PTLPEQ 




SbjCt : 


1 


MWSWKCLLFWAVLVTATLCTARPSPTLPEQ 


30 


Query: 


61 


APYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHRIGGYKVRYA 


120 






A W +P ++E L V ++ +C + + WL++G + +R R 




Sbjct : 


31 


AQPWGAPVEVESFL- - VHPGDLLQLRCRLRDDVQ - S INWLRDGVQLAESNR TRIT 


82 


Query : 


121 


TWSIIMDSWPSDKGNYTCIVENEYGSINHTYQLDWERSPH 


162 






+ + VP+D G Y C+ + GS + ++V + P 




Sbj Ct : 


83 


GEEVEVQDSVPADSGLYACVTSSPSGSDTTYFSVNVSDALPSSEDDDDDBDSSSEEKETD 


142 


Query: 


163 


RPILQAGLPANK TVALGSNVEFMCKVYSDPQPHIQWLKHIEVNGSKIGPD 


212 



P+ K V V+F C P P ++WLK NG + PD 
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Sbjct: 14 3 NTKPNPVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLK NGKEFKPD 198 



Sbjct : 


143 


Query: 


213 


Sbjct : 


199 


Query : 


268 


Sbjct : 


253 


tr Q5 9H40 



+ + +V G Y C V N G N + L V R 

- I IMDS WPFDKGNYTC I VENEYGS INHTYQLDWERSPHR 2 52 



Fibroblast growth factor receptor 1 isoform 1 variant (Fragment) 814 AA 



Q59H40_HUMAN [Homo sapiens (Human)] 



al ign 



Score = 1344 bits (34735, Expect = 0.0 

Identities = 666/707 (94%), Positives = 678/707 (95%), Gaps 



10/707 (1%) 



Query: 31 DALPSSEDDDDDDDSSSEEKETDNTKPN- -PVAPYWTSPEKMEKKLHAVPAAKTVKFKCP 88 

DAL P S SEDDDDDDD S S SEEKETDNTKPN PVAPYWTSPEKMEKKLHAVPAAKTVKFKCP 
Sbjct: 114 DAL P S S EDDDDDDD S S S E E KE TDNT KPNRM P VAP YWT S P E KMEKKLH AVP AAKTVKF KC P 173 

SSGTPNPTLRWLKNGKEFKPDHRIGGYKVRYATWSI IMDSWPSDKGNYTCIVENEYGSI 14 8 
S SGT PN PT LR W L KNGKE FK PDHR I GGYKVR Y AT WS 1 1 MD SWP SDKGN Y T C I VENE YG S I 
17 4 SSGTPMPTLRWLKNGKEFKPDHR I GGYKVRYATWS I IMDSWPSDKGNYTCIVENEYGSI 2 3 3 

Query: 14 9 NHTYQLDWERSPHRP I LQAGLPANKTVALGSNVEFMCKVYSDPQPH I QWLKH I EVNGSK 2 08 
NHTYQLDWERSPHRP I LQAGLPANKTVALGSNVEFMCKVYSDPQPHIQWLKH I EVNGSK 
234 NHT YQ LDWER3 PHR P I LQ AG L P ANKTVALG SNV E FMC KVY SD P Q PH I Q W LKH I EVNGS K 2 93 

Query: 209 IGPDNLPYVQILKHSGINSSDAE- -VLTLFNVTEAQSGEWCKVSNYIGEANQSAWLTVT 266 
IGPDNLPYVQILK +G+N++D E VL L NV+ +GEY C N IG ++ SAWLTV 
2 94 I G PDNL P Y VQ I LKTAGVNTTDKEM EV LHL RNV S F ED AGE Y T CL AGN S I GL SHH S AWLT VL 3 53 

Query : 2 6 7 RPVAKALEERPAVMTSPLYLE I I I YCTGAFLI SCMLGSVI I YKMKSGTKKSDFHSQMAVH 3 2 6 
4-ALEERPAVMTSPLYLEII I YCTGAFLI SCM+GSV I + YKMKSGTKKSDFHSQMAVH 
354 EALEERPAVMTSPLYLEI I IYCTGAFLI SCMVGSVI VYKMKSGTKKSDFHSQMAVH 409 

327 KLAK S I PL RRQ VT V S AD S S ASMN SGVLL VR P SRL S S S GT PML AGVS EYEL PED PRWE L PR 3 86 

KLAKS I PLRRQV SAD3SASMNSGVLLVRPSRLSSSGTPMLAGVSEYELPEDPRWELPR 
410 KLAKS I PLRRQV - -SADSSASMNSGVLLVRPSRLSSSGTPMLAGVSEYELPEDPRWELPR 467 





3 1 


OJJ J LL . 


114 




8 9 


Sbj ct : 


174 


Query : 


14 9 




234 


Que ry ■ 


2 0 9 


Sb"i ct : 


2 94 


Query : 


267 


Sbjct : 


354 


Query: 


327 


SbjCt: 


410 


Query: 


387 


SbjCt : 


468 


Query : 


447 


Sbjct : 


523 


Query: 


507 


SbjCt : 


588 


Query: 


567 


SbjCt : 


648 


Query : 


627 


Sbjct : 


708 


Query : 


6 87 


SbjCt : 


768 



Query: 3 87 DRLVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDLISEMEMM 44 6 

DRLVLGKPLGEGCFGQVVLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDLISEMEMM 

Sbjct: 468 DRLVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDLISEMEMM 52 7 

Query: 447 KMIGKHKNI INLLEACTQDGPLYVIVEYASKGNLREYLQARRPPGLEYCYNPSHNPEEQL 506 

KMIGKHKNI INLL ACTQDGPLYVIVEYASKGNLREYLQARRPPGLEYCYNPSHNPEEQL 

Sbjct: 52 3 KMIGKHKNI INLLGACTQDGPLYVIVBYASKGNLREYLQARRPPGLEYCYNPSHNPEEQL 587 

Query: 50 7 S S KD LV S C A YQ VARGME Y L A S KK C I HRD L AARNV LVTEDNVMK I AD FG LARD IHHIDYYK 566 
SSKDLVSCAYQVARGMEYLASKKCIHRDLAARNVLVTEDNVMKIADFGLARDIHHIDYYK 

5 8 8 SSKDLVSCAYQVARGMEYI.ASKKCIHRDLAARNVLVTEDNVMKI AD FGLARD IHHIDYYK 64 7 

Query: 567 KTTNGRLPVKWMAPEALFDRIYTHQSDVWSFGVLLWEIFTLGGSPYPGVPVEELFKLLKE 62 6 
KTTNGRLPVKWKAPEALFDRIYTHQSDWSFGVLLWEIFTLGGSPYPGVPVEELFKLLKE 

64 8 KTTNGRLPVKWMAPEALFDRIYTHQSDVWSFGVLLWEIFTLGGSPYPGVPVEELFKLLKS 70 7 

62 7 GHRMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVEVLDRIVALTSNQEYLDLSIPLDQ 68 6 

GHRMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVE LDRIVALTSNQEYLDLS+PLDQ 

70 8 GHRMD KP SNC TNEL YMMMRD CWH AVP SQRP T FKQ LVEDLDR I VAL T SNQ EYLDLSMPLDQ 7 67 

6 87 YSPSFPDTRSSTCSSGEDSVFSHEPLPEEPCLPRHPTQLANSGLKRR 73 3 
YSPSFPDTRSSTCSSGEDSVFSHEPLPEEPCLPRHP QLAN GLKRR 

768 YSPSFPDTRSSTCSSGEDSVFSHEPLPEEPCLPRHPAQLANGGLKRR 814 



Score = 43.1 bits (100), Expect - 0.002 

Identities « 49/244 (20%) , Positives = 88/244 (36%) , Gaps - 53/244 (21%) 



Query : 


64 


SbjCt : 


28 


Query: 


124 


SbjCt: 


80 


Query: 


162 


Sbjct : 


140 


Query: 


214 


Sbjct : 


196 



W +P ++E 



VP+D G Y C+ 



+ + +C 



GS 



■T-+ WL++G + 



- T VALG SNVEFMCKV YSD PQ PH I QWLKH I E VNG SKI GPDN 213 
V V+F C P P ++WLK NG + PD+ 



G Y C V N 



N + L V 
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Query: 269 VARA 272 
+ +A 

Sbjct : 250 ILQA 253 



sp__vs PI 13 62 -2 



FGFR INHUMAN ( Human ) 3 



I so form 4 of P11362 - Homo sapiens (Human) [FGFRl] [Homo sapiens 82 0 AA 



align 



Score = 1344 bits (3478), Expect = 0.0 

Identities = 666/707 (94%), Positives ** 678/707 (95%), Gaps 



10/707 (1%) 



Query: 31 DALPSSEDDDDDDDSSSEEKETDNTKPN- -PVAPYWTSPEKMEKKLHAVPAAKTVKFKCP 8 8 
DALPSSEDDDDDDDSSSBEKETDNTKPN PVAPYWTSPEKMEKKLHAVPAAKTVKFKCP 

12 0 DALPSSEDDDDDDDSSSEEKETDNTKPNRMPVAPYWTSPEKMEKKLHAVPAAKTVKFKCP 17 9 

Query: 89 S SGT PNPTLRWLKNGKEFKPDHR I GGYKVR YATW S 1 1 MD S WP SDKGN YTC I VENEYG S I 148 
SSGTPNPTLRWLKNGKEFKPDHRIGGYKVRYATWSIIMDSVVPSDKGNYTCIVENEYGSI 

180 S SGT PNPTLRWLKNGKEFKPDHR I GGYKVR YATW S I IMDSWP SDKGN YTC I VENEYGS I 2 3 9 

Query: 14 9 NH T YQLD WER S PHRP I LQAGL PANKT VAL G SNVE FM CKVY SD P Q PH I QWLKH I E VNGS K 208 
NHTYQLDWERSPHRPILQAGLPANKTVALGSNVEFMCKVYSDPQPHIQWLKHIEVNGSK 

2 40 NHTYQLDWERSPHRP I LQAGLPANKTVALGSNVEFMCKVYSDPQPHIQWLKHI EVNGSK 2 99 

Query: 209 IGPDNLPYVQILKKSGINSSDAE- -VLTLFNVTEAQSGEYVCKVSNYIGEANQSAWLTVT 266 
IGPDNLPYVQILK +G+N++D E VL L NV* +GEY C N IG ++ SAWLTV 

3 00 IGPDNLPYVQILKTAGVNTTDKEMEVLHLRNVSFEDAGEYTCLAGNSIGLSHHSAWLTVL 35 9 

Query: 267 RPVAKALEERPAVMTSPLYLEI I I YCTGAFLI SCMLGSVI 1 YKMKSGTKKSDFHSQMAVH 326 
+ALEERPAVMTSPLYLEI 1 I YCTGAFLI SCM+GSVI + YKMKSGTKKSDFHSQMAVH 

-EALBERPAVMTSPLYLEI I I YCTGAFLI SCMVGSVI VYKMKSGTKKSDFHSQMAVH 415 

Query: 32 7 KLAKSIPLRRQVTVSADSSASMNSGVLLVRPSRLSSSGTPMLAGVSBYELPEDPRWELPR 3 86 
KLAKS I PLRRQV SADSSASMNSGVLLVRPSRLSSSGTPMLAGVSEYELPEDPRWELPR 

416 KLAKS I PLRRQV- - SADSSASMNSGVLLVRPSR.LSSSGTPMLAGVSEYELPEDPRWBLPR 473 













8 9 


Sb j c t ■ 


180 




14 9 








2 0 9 


St) j ct : 


3 0 0 




2 6 7 




3 60 




3 27 


Sbjct : 


416 


Query : 


387 


SbjCt : 


474 


Query : 


44 7 


SbjCt : 


534 


Query : 


507 


SbjCt : 


5 94 


Query : 


567 


SbjCt : 


654 


Query : 


627 


Sb j Ct : 


714 


Query: 


687 


Sbjct : 


774 



Query: 3 87 DRLVLGKPLGEGCFGQVVLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDLI SEMEMM 44 6 

DRLVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDLI SEMEMM 
SbjCt: 474 DRLVLGKPLGEGCF GQ WL AEA I GLD KD KPNR VT KVAVKMLKSD AT EKDL S D L I S EMEMM 533 

Query: 44 7 KMIGKHKNIINLLEACTQDGPLYVIVEYASKGNLREYLQARRPPGLEYCYNPSHNPEEQL 506 
KMIGKHKNIINLL ACTQDGPLYVIVEYASKCNLREYLQARRPPGLEYCYNPSHNPEEQL 
53 4 KMIGKHKNI INLLGACTQDGPLYVIVEYASKGNLREYLQARRPPGLEYCYNPSHNPEEQL 5 93 

Query: 507 S S KD LV S C A YQ VARGME YL A S KKC I HRD LAARNVL VTEDNVMK I AD FGL ARD I HH ID YYK 566 
SSKDLVSCAYQVARGMEYLASKKCIHRDLAARNVLVTEDNVMKIADFGLARDIHHIDYYK 
5 94 S S KDLV SCAYQVARGMEYLASKKC I H RD LAARNVL VT EDN VMK I AD FG LARD I HH I DYYK 65 3 

5 67 KTTNGRLPVKWMAPEALFDRI YTHQSDVWSFGVLLWE I FTLGGSPYPGVPVEELFKLLKE 62 6 
KTTNGRLPVKWMAPEALFDRIYTHQSDVWSFGVLLWEIFTLGGSPYPGVPVEELFKLLKE 
SbjCt: 654 KTTNGRLPVKWMAPEALFDRI YTHQSDVWS FGVLLWE I FTLGGSPYPGVPVEELFKLLKE 713 

Query: 62 7 GHRMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVEVLDRIVALTSNQEYLDLSIPLDQ 686 

GHRMD KP SNCTNEL YMMMRD CWHAVP SQR P T F KQLVE LDRIVALTSNQEYLDLS+PLDQ 
SbjCt: 714 GHRMD KP SNCTNEL YMMMRD CWHAVP SQRPTFKQLVEDLDR IV ALT SNQEYLDLSMPLDQ 77 3 

Query: 687 YSPSFPDTRSSTCSSGEDSVFSHEPLPEEPCLPRHPTQLANSGLKRR 733 

YSPSFPDTRSSTCSSGEDSVFSHEPLPEEPCLPRHP QLAN GLKRR 
Sbjct: 774 YSPSFPDTRSSTCSSGEDSVFSHEPLPEEPCLPRHPAQLANGGLKRR 820 



Score = 90.5 bits (223), Expect = 9e-18 

Identities = 78/307 (25%) , Positives = 118/307 (38%) , Gaps = 83/307 (27%) 

MWGWKCLLFWAVLVTATLCTARPAPTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPNPV 6 0 
MW WKCLLFWAVLVTATLCTARP+PTLPEQ 

MWSWKCLLFWAVLVTATLCTARPSPTLPEQ 30 

APYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHRIGGYKVRYA 12 0 
A W +P ++E L V ++ +C ++ WL++G + +R R 



+ + VP+D G Y C+ + GS + ++V + P 

GEEVEVQDSVPADSGLYACVTSSPSGSDTTYFSVNVSDALPSSEDDDDDDDSSSEEKETD 142 



Query: 


1 


SbjCt : 


1 


Query: 


61 


SbjCt: 


31 


Query: 


121 


SbjCt : 


83 


Query : 


162 


SbjCt : 


143 


Query: 


211 


SbjCt : 


199 


Query: 


2 67 



- HR PI LQAGL PANK- 

P+ K 



-TVALGSNVEFMCKVYSDPQPHIQWLKHIEVNGSKIG 210 
V V+F C P P ++WLK NG + 



G Y C V N 
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SbjCt: 253 HRPILQA 259 



sp__vs P11362 5 Isoform 10 of P11362 - Homo sapiens (Human) [PGFR13 [Homo sapiens 662 AA 

FGFR INHUMAN (Human)] align 



Score = 1275 bits (3299), Expect =0.0 

Identities = 629/666 (94%) , Positives - 641/666 (96%) , Gaps 



6/666 (0%) 



Query: 


70 


Sbjct : 


1 


Query: 


130 


Sbjct : 


SI 


Query : 


190 


SbjCt : 


121 


Query: 


248 


Sbj Ct : 


181 


Query : 


308 


SbjCt : 


237 


Query : 


368 


SbjCt : 


297 


Query: 


428 


Sbjct : 


357 


Query : 


488 


Sbjct : 


417 


Query: 


548 


SbjCt : 


477 


Query: 


608 


SbjCt : 


537 


Query: 


668 


SbjCt : 


597 


Query: 


728 


Sbj ct : 


657 



M E KKLHAV P AAK TV KFKC P S S GTPNPTLR7JL KNGKE F KPDHR I GGYKVR Y AT W SI IMDSV 
MEKKLHAVPAAKTVKFKCPSSGTPNPTLRVJLKNGKEFKPDHRIGGYKVRYATWS I IMDSV 6 0 



VPS D KGN Y T CIV EN E YG S I NH T YQ LD VV ER S PHR P I LQ AGL P ANKT VALG SNVE FMCKVY 



SD PQPH I QWLKH I EVNGSK I GPDNL PYVQ ILK +G+N++D E VL L NV + 



N IG + + SAWLTV 



+ALEERPAVMTSPLYLEI I I YCTGAFL I SCM+GSVI + 
-EALEERPAVMTSPLYLEI I I YCTGAFL I SCMVGSVIV 2 36 



YKMKSGTKKSDFH3QMAVHKLAKSI PLRRQVTVSADSSASMNSGVLLVRPSRLSSSGTPM 



LAGVSEYSLPEDPRWELPRDRLVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKML 



KSDATEKDLSDLI SEMEMMKMIGKHKNI IMLL ACTQDGPLYVIVEYASKGNLREYLQAR 



R P PGliEY CYN P S HNP E EQ L S S KD L V S CAY Q VAP. GME Y L AS KKC I HRD L AARNVL VTE DNV 



MKIADFGLARDIHHIDYYKKTTNGRLPVKWMAPEALFDRIYTHQSDVWSFGVLLWEIFTL 



GGSPYPGVPVEEIjFKLLKEGHRMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVE LDR 



IVALTSNQEYLDLS+PLDQYSPSFPDTRSSTCSSGEDSVFSHEPLPEEPCLPRHP QLAN 



sp_vs PI 13 62 -6 Isoform 12 of P113 62 - Homo sapiens (Human) [FGFR1] [Homo sapiens 660 AA 

FGFRl_HUMAN (Human)] align 

Score = 1266 bits (3277), Expect - 0.0 

Identities = 627/666 (94%), Positives = 639/666 (95%), Gaps = 8/666 {1%} 



Query : 


70 


SbjCt : 


1 


Query: 


130 


Sbjct: 


61 


Query: 


190 


Sbj Ct : 


121 


Que ry : 


248 


SbjCt : 


181 


Query : 


308 



MEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHRIGGYKVRYATWS I IMDSV 
MEKKLHAVPAAKTVKFKCPSSGTPMPTLRWLKNGKEFKPDHRIGGYKVRYATWS I IMDSV 60 



VP SDKGNYTCI VENEYGS INHT YQLDWERS PHRP I LQAGLPANKTVALGSNVEFMCKVY 



SDPQPHIQWLKHIEVNGSKIGPDNLPYVQILK +G+N++D E VL L NV+ +GEY 



N IG ++ SAWLTV 



+ ALEERPAVMTSPLYLEI I I YCTGAFL ISCM+GSVI + 
- EALEERPAVMTS PLYLE 1 1 1 YCTGAFL I SCMVGSVIV 2 3 6 



Query: 3 08 YKMKSGTKKSDFHSQMAVHKLAKSIPLRRQVTVSADSSASMNSGVLLVRPSRLSSSGTPM 3 67 
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YKMKSGTKKSDFHSQMAVHKLAKSIPLRRQV SADSSASMNSGVLLVRPSRLSSSGTPM 
Sbjct: 237 YKMKSGTKKSDFHSQMAVHKLAKS I PLRRQV- - SAD S SASMNSGVLiLVRPSRLSS SGTPM 294 

Query: 3 68 LAGVSEYSLPEDPRWELPRDRLVLGKPLGEGCFGQVVLAEAIGLDKDKPNRVTKVAVKML 42 7 

LAGVSEYELPEDPRWELPRDRLVIjGKPIjGEGCFGQVVLAEAIGLDKDKPKRVTKVAVKML 
Sbjct: 2 95 LAGVSEYSLPEDPRWELPRDRLVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKML 3 54 

Query: 423 KSDATEKDL SDL I S EMEMMKM IGKHKN I INLLEACTQDGPLYV I VEYASKGNLREYLQAR 487 

KSD ATE KD L SDL I SEMEMMKM IGKHKN I I NLL AGTQDGPLYV I VEYASKGNLREYLQAR 
Sbjct: 355 KSDATEKDL SDL I SEMEMMKM IGKHKN I I NLLG AGTQDGPLYV I VEYASKGNLREYLQAR 414 

Query: 4 88 RPPGLEYCYNPSBINPEEQLSSKDLVSCAYQVARGMEYLASKKCIHRDLAARNVLVTEDNV 54 7 

RPPGLEYCYNPSHNPEEQLSSKDLVSCAYQVARGMETYLASKKCIHRDLAARNVLVTEDNV 
Sbjct: 415 RPPGLEYCYITPSHNPEEQLSSKDLVSCAYQVARGMEYLASKKCIHRDLAARNVLVTEDNV 4 74 

Query: 54 8 MK I AD FGL ARD I HH I D Y YKKT TNGRL P VKWMAP EALFDR I Y THQ S D VW S F GVL L W E I F TL 60 7 

MKIADFGLARDIHHIDYYKKTTNGRLPVKWMAPEALFDRIYTHQSDVWSFGVLLWEIFTL 
Sbjct: 475 MK I AD FGL ARD I KH I D Y Y KKTTNGRLP VKWMAP EALFDR I Y THQ SD VW S F GVL L W E I FTL 534 

Query: 608 GGSPYPGVPVEELFKLLKEGHRMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVEVLDR 667 

GGSPYPGVPVEELFKLLKEGHRMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVE LDR 
Sbjct: 53 5 GGSPYPGVPVEELFKLLKEGKRMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVEDLDR 5 94 

Query: 66 8 IVALTSNQEYLDLSIPLDQYSPSFPDTRSSTCSSGEDSVFSHEPLPEHPCLPRHPTQLAN 72 7 

IVALTSNQEYLDLS+PLDQYSPSFPDTRSSTCSSGEDSVFSHEPLPEEPCLPRHP QLAN 
Sbjct: 5 95 IVALTSNQEYLDLSMPLDQYSPSFPDTRSSTCSSGEDSVFSHSPLPEEPCLPRHPAQLAN 654 

Query: 72 8 SGLKRR 73 3 
GLKRR 

SbjCt: 655 GGLKRR 660 



sp_vs P21802-3 Isoform 3 of P21802 - Homo sapiens (Human) [FGFR2] [Homo sapiens 822 AA 

FGFR2_HUMAN (Human) ] align 

Score = 1108 bits (2867), Expect = 0.0 

Identities = 537/694 (77%), Positives = 606/694 (87%), Gaps = 7/694 (1%) 

DALPSSBDDDDDDDSSSEEKETDNTKPNPVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSS 90 
DA+ S +D-4-DD D + E N K APYWT+ EKMEK+LHAVPAA TVKF+CP+ 



G P PT+RWLKNGKEFK +HRIGGYKVR WS+ IM+SWPSDKGNYTC+VENEYGSINH 



TY LD W ER S PHR P I LQAGL PAN + +G +VEF-fCKVYSD QPHIQW+KH+E NGSK G 



PD LPY+++LKKSGIN8S+AEVL LFNVTEA +GEY+CKVSNYIG+ANQSAWLTV P 



+ SP YLEI IYC G FLI+CM+ +VI+ +MK-*- TKK DF SQ AVHKL K 



IPLRRQVTVSA+SS+SMNS LVR +RLSS+ TPMLAGVSEYELPEDP + WE PRD + 



L LGKPLGEGCFGQW+AEA+G-OKDKP VAVKMLK DATEKDLSDL+ SEMEMMKM 



IGKHKNIINLL ACTQDGPLYVIVEYASKGNLREYL+ARRPPG+EY Y+ + PEEQ++ 



KDLVSC YQ+ARGMEYLAS + KC IHRDLAARNVLVTE+NVMKI ADFGLARD I + + 1 DYYKKT 



TNGRLPVKWMAPEALFDR+YTHQSDVWSFGVL+WEI FTLGGSPYPG+PVEELFKLLKEGH 



RMDKP+NCTNELYMMMRDCWHAVPSQRPTFKQLVE LDRI+ LT+N+EYLDLS PL+QYS 



PS+PDTRSS CSSG+DSVFS +P+P EPCLP++P 



Query : 


31 


SbjCt : 


126 


Query: 


91 


SbjCt : 


183 


Query : 


151 


Sbj ct : 


243 


Query: 


211 


Sbj Ct : 


303 


Query : 


271 


SbjCt : 


362 


Query: 


331 


SbjCt : 


422 


Query : 


389 


SbjCt : 


482 


Query: 


449 


SbjCt : 


542 


Query : 


509 


Sbjct : 


602 


Query : 


569 


Sbjct : 


662 


Query: 


629 


SbjCt: 


722 


Query : 


689 


Sbjct : 


782 
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sp_vs P21802-18 Isoform 18 of P21802 - Homo sapiens (Human) [FGFR2] [Homo sapiens 820 AA 
FGFR2JHUMAN (Human)] align 



Score = 1100 bits (2845), Expect =0.0 

Identities = 535/694 (77%), Positives = 604/694 (87%), Gaps 



9/694 (1%) 



Query : 


31 


Sbjct: 


126 


Query: 


91 


SbjCt : 


183 


Query : 


151 


Sbjct : 


243 


Query : 


211 


SbjCt : 


3 03 


Query: 


271 


Sb j Ct : 


362 


Query : 


331 


SbjCt : 


42 2 


Query: 


389 


SbjCt: 


480 


Query: 


449 


Sb j Ct : 


540 


Query: 


509 


SbjCt: 


600 


Query : 


569 


SbjCt : 


660 


Query: 


629 


Sbjct : 


720 


Query: 


689 


SbjCt : 


780 



DA+ S +D+DD D + 



APYWT+ EKMEK+LHAVPAA TVKF+CP+ 
- AP YW TNTE KMEKRLHAV P AANT VKFR CP AG 182 



G P PT+RWLKNGKEFK +HRIGGYKVR WS + IM+SWPSDKGNYTC+VENEYGSINH 



TY LD WERSPHRP I LQAGLPAN + +G +VEF+CKVYSD QPHIQW+KH+E NGSK G 



PD LPY+ + + LKHSG INS S + AEVL LFNVTEA +GEY+CKVSNYIG+ANQSAWLTV P 



+ SP YLEI IYC G FLI+CM+ +VI + +MK+ TKK DF SQ AVHKL K 



IPLRRQV SA+SS+SMNS LVR +RLSS+ TPMLAGVSEYELPEDP+WE PRD+ 



LGKPLGEGCFGQW+AEA+G+DKDKP 



VAVKMLK D ATEKD L SDL + S EMEMMKM 



IGKHKNI INLL ACTQDG PL YV I VEY ASKGNL R EYL + ARR P PG + E Y Y+ 



PEEQ + 



KDLVSC YQ+ARGMEYLAS+KCIHRDLAARNVLVTE+NVMKIADFGLARDI + + IDYYKKT 



TNGRLPVKWMAPEALFDR+YTHQSDVWSFGVL+WEIFTLGGSPYPG+PVEELFKLLKEGH 



RMDKP+NCTNELYMMMRDCWHAVPSQRPTFKQLVE LDRI+ LT+N+EYLDLS PL+QYS 



PS+PDTRSS CSSG+DSVFS + P+P EPCLP++P 



sp P21802 Fibroblast growth factor receptor 2 precursor (EC 2.7.10.1) 821 AA 

FGFR2JHUMAN (FGFR-2) (Keratinocyte growth factor receptor 2) (CD332 align 
antigen) [FGFR2] [Homo sapiens (Human)] 

Score » 1065 bits (2755), Expect = 0.0 

Identities = 519/696 (74%), Positives = 592/696 (85%), Gaps = 12/696 (1%) 



Query : 


31 


Sbjct : 


126 


Query : 


91 


SbjCt : 


183 


Query: 


151 


SbjCt : 


243 


Query : 


211 


SbjCt : 


303 


Query : 


269 



DALPSSEDDDDDDDSSSEEKETDNTKPNPVAPYWTSPEKMEKKLHAVPAAKTVKFKCP3S 9 0 
DA+ S +D+DD D + E N K APYWT+ EKMEK+LHAVPAA TVKF+CP+ 
DAISSGDDEDDTDGAEDFVSENSNNKR APYW TNTE KMEKRLHAVP AANT VKFR C PAG 182 

GTPNPTLRWLKNGKEFKPDHRIGGYKVRYATWS I IMDSWPSDKGNYTCIVENEYGS INH 150 
G P PT + RWLKNGKEFK +HRIGGYKVR WS + IM+SWPSDKGNYTC+VENEYGS INH 



TY LDWER S PHR P I LQ AGL P AN 



+VEF+CKVYSD QPHIQW+KH+E NGSK G 



PD LPY+++LK +G+N++D E+ L+ NVT 



N IG + SAWLTV 



2 69 VAKALEERPAVMTSPLYLEI I I YCTGAFLI SCMLGSVI IYKMKSGTKKSDFHSQMAVHKL 32 8 
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Sb j Ct : 


3 63 




3 2 9 


Sbj Ct : 


419 




3 87 


Sb j Ct : 


479 




447 


Sbj Ct : 


53 9 




507 


Sbj Ct : 


599 


Query: 


567 


Sbjct : 


659 


Query : 


627 


SbjCt : 


719 


Query : 


687 


SbjCt : 


779 



+ S? YXjEI IYC G FLI+CM+ +VI+ +MK+ TKK DF SQ AVHKL 



K IPLRRQVTVSA+SS+SMNS LVR +RLSS+ TPMLAGVSEYELPEDP+WE PR 



D+L LGKPLGEGCFGQW+AEA+G+DKDKP 



VAVKMLK DATEKDLSDL + SEMEMM 



KMIGKKKNIINLL ACTQDGPLYVIVEYASKGNLREYL+ARRPPG+EY Y + 



PEEQ+ 



+ KDLVSC YQ+AP.GMEYLAS+KCIHRDLAARNVLVTE+NVMKIADFGLARDI+ + IDYYK 



KTTNGRLPVKWMAPEALFDR+YTHQSDVWSFGVL+WEIFTLGG3PYPG+PVEELFKLLKE 



GHRMDKP+NCTNELYMMMRDCWHAVPSQRPTFKQLVE LDRI + LT+N+EYLDLS PL+Q 



YSPS+PDTRSS CSSG+DSVFS + P + P EPCLP++P 



sp_vs P21802-5 Isoform 5 of P21802 

FGFR2__HUMAN {Human) ] 



Homo sapiens (Human) [FGFR2] [Homo sapiens 819 AA 

align 



Score = 1057 bits (2733), Expect = 0-0 

Identities = 517/696 (74%) , Positives = 590/696 (84%) , Gaps « 14/696 (2%) 



Query : 


31 


Sbjct : 


126 


Query : 


91 


Sbjct : 


183 


Query : 


151 


Sbjct : 


243 


Query: 


211 


SbjCt : 


303 


Query: 


269 


Sbjct : 


3 63 


Query: 


329 


SbjCt: 


419 


Query: 


387 


Sbjct: 


477 


Query: 


447 


Sbjct : 


537 


Query: 


507 


Sbjct: 


597 


Query: 


567 


Sbj Ct : 


657 


Query: 


627 


SbjCt : 


717 


Query : 


687 


Sbjct : 


77 7 



DA+ S +D+DD D + 



APYWT+ EKMEK+LHAVPAA TVKF+CP+ 
- AP YWTNT EKME KRLK A V P AAN TVK F R C PAG 182 



G P PT + RWEKNGKSFK +HRIGGYKVR WS+IM+SWPSDKGNYTC+VENEYGSINH 



TY LD WE R S PHRP I LQ AGL PAN + +G +VEF+CKVYSD QPHIQW+KH + E NGSK G 



PD LPY+++LK +G+N++D E + L+ NVT 



N IG + SAWLTV 



+ SP YLEI IYC G FLI+CM+ +VI + +MK+ TKK DF SQ AVHKL 
-ITASPDYLEIAIYCIGVFLIACPWVTVILCRMKNTTKKPDFSSQPAVHKL 418 



K IPLRRQV SA+SS+SMNS LVR +RLSS+ TPMLAGVSEYELPEDP+WE PR 



D+L LGKPLGEGCFGQW+AEA+G+DKDKP 



VAVKMLK DATEKDLSDL+SEMEMM 



KMIGKHKNI INLL ACTQDG PL YV I VEYASKGNL RSYL + ARRP PG + E Y Y+ + PEEQ+ 



KDLVSC YQ -r ARGMEYL AS + KC I HRDLAARMVLVTE +NVMK I AD PGL ARD I + + 1 DYYK 



KTTWGRLPVKWMAPEALFDR+YTHQSDVWSFGVL+WEIFTLGGSPYPG+PVEELFKLLKE 



GHRMDKP+NCTNELYMMMRDCWHAVPSQRPTFKQLVE LDRI+ LT+N+EYLDLS PL+Q 



YSPS+PDTRSS CSSG+DSVFS +P+P EPCLP++P 
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sp_vs P2 1802 - 16 Isoform 16 of P21802 - Homo sapiens (Human) [FGFR2] [Homo sapiens 822 AA 



FGFR2_HUMAN (Human) ] 



align 



Score - 1051 bits (2719), Expect =0.0 

Identities = 517/699 (73%), Positives = 590/699 (84%), Gaps 



17/699 (2%) 



Query : 


31 


Sbjct : 


126 


Query : 


91 


Sbjct : 


183 


Query : 


151 


Sbjct : 


243 


Query: 


211 


Sbjct : 


303 


Query : 


266 


Sbjct : 


363 


Query : 


326 


Sbjct : 


419 


Query : 


384 


Sbjct: 


477 


Query : 


444 


Sbj ct : 


537 


Query: 


504 


Sbjct : 


597 


Query: 


564 


Sbjct : 


657 


Query: 


624 


Sbjct: 


717 


Query: 


684 


Sbjct : 


7 77 



DA+ S +D+DD D + 



'APYWT+ EKMEK+ LHAVPAA TVKF+CP+ 



G P PT+RWLKNGKEFK + HR I GG YKVR WS+IM+SWPSDKGNYTC + VENEYGSINH 



TY LD WER S PHR P I LQAGL PAN + +G +VEF+CKVYSD QPHIQW + KH-f E NGSK G 



PDNLPYVQ ILK HSGINSSDAEVLTLF- -NVTEAQSGEYVCKVSNYIGEANQSAWLTV 2 65 

PD LPY+++LK +G+N++D E + L + NVT + GEY C N IG + S AWL TV 



+ SP YLEI IYC G FLI+CM+ +VI+ +MK+ TKK DF SQ AV 
- 1 T AS PD YLE I AI YC I GVFL I ACMWT V I LCRMKNTTKKPDFSSQPAV 418 



HKL K IPLRRQV SA+SS+SMNS LVR +RLSS+ TPMLAGVSEYELPEDP+WE 



PRD+L LGKPLGEGCFGQW+AEA+G+DKDKP 



VAVKMLK DATEKDLSDL+SEM 



EMMKMIGKHKNIINLL ACTQDGPLYVIVEYASKGNLREYL+ARRPPG+SY Y+ + PE 



EQ++ KDLVSC YQ+ARGMEYLAS+KCIHRDLAARNVLVTE+NVMKIADFGLARDI++ID 



YYKKTTNGRLPVKWMAPEALFDR+YTHQSDVWSFGVL+WE I FTLGGSPYPG+PVEELFKL 



LKEGHRMDKP+NCTNELYMMMRDCWHAVPSQRPTFKQLVE LDRI+ LT-fN+EYLDLS P 



L+QYSPS+PDTRSS CSSG+DSVFS +P+P EPCLP++P 



S P__ VS P21802-20 Isoform 2 0 of P218 02 
FGFR2 _HUMAN (Human) } 



Homo sapiens (Human) [FGFR2] [Homo sapiens 7 04 AA 

align 



Score - 1046 bits (2706), Expect = 0.0 

Identities = 520/726 (71%) , Positives = 593/726 (81%) , Gaps = 34/726 (4%) 



Query: 


1 


Sbjct : 


1 


Query : 


61 


Sbjct : 


38 


Query : 


121 


SbjCt : 


98 


Query : 


181 


Sbjct : 


158 


Query : 


239 



MWGWKCLLFWAVLVTATLCTARPAPTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPNPV 60 

M W + V+ ATL ARP+ +L E D T 

MV S WGR F I C LWVTMAT LSLARPSFS L VE DTTLEPEG 3 7 



APYWT+ E KM EK+ LHAVPAA TVKF+CP+ G P PT+RWLKNGKEFK +HRIGGYKVR 



WS + IM+SWPSDKGNYTC+VENEYGSINHTY LDWER SPHRP I LQAGLPAN + +G 



+VEF+CKVYSD QPHIQW+KH+E NGSK GPD LPY+++LK +G+N++D E+ L + NV 



N IG + SAWLTV 



SP YLEI IYC G FLI 
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SbjCt : 


218 


Query: 


299 


Sbjct : 


2 74 


Query : 


358 


SbjCt : 


332 


Query : 


417 


SbjCt: 


3 92 


Query : 


477 


SbjCt : 


452 


Query : 


537 


Sbj Ct : 


512 


Query: 


597 


SbjCt : 


572 


Query : 


557 


Sbjct : 


632 


Query: 


717 


SbjCt : 


691 



218 TFEDAGEYTCLAGNSIGI SFHSAWLTVLPAPGREKE - 



- ITASPDYLSIAI YCIGVFLI 



+ CM+ +V.I+ +MK+ TKK DF SQ AVHKL K IPLRRQV SA+SS+SMNS LVR 
ACMWTV1LCRMKNTTKKPDFSSQPAVHKLTKRIPLRRQV--SAESSSSMNSNTPLVRIT 



+RLSS+ TPMLAGVSEYELPEDP+WE PRD + L LGKPLGEGCFGQW+AEA+G+DKDKP 



VAVKMLK DATEKDLSDL+ SEMEMKKM I GKKKN.l INLL ACTQDGPLYV I VEYAS 



KGNLREYL+ARRPPG+EY Y+ + PEEQ+* KDLVSC YQ+ARGMEYLAS-KCTHRDLA 



ARNVLVTE+NVMKIADFGLAJUDI++IDYYKKTTNGRLPVKWMAPEALFDR+YTHQSDVWS 



FGVL+WE I FTLGGSPYPG+PVEELFKLLKSGHRMDKP+NCTNELYMMMRDCW1LWPSQRP 



TFKQLVE LDRI + LT+N+EYLDLS PL+QYSPS+PDTRSS CSSG+DSVFS h-P+P EP 



273 
357 
331 
416 
391 
476 
451 
536 
511 
596 
571 
656 
631 
716 
690 



sp_vs P21802-7 Isoform 7 of P21802 - Homo sapiens (Human) [FGFR2] [Homo sapiens 817 AA 

FGFR2__HUMAN (Human) ] align 

Score = 1040 bits (2688), Expect =0.0 

Identities = 507/674 (75%), Positives = 571/674 (84%), Gaps - 6/674 (0%) 



Query : 


31 


Sbjct : 


126 


Query : 


91 


SbjCt: 


183 


Query : 


151 


Sbjct : 


243 


Query : 


211 


Sbjct : 


303 


Query : 


271 


Sbjct : 


362 


Query : 


331 


SbjCt : 


422 


Query: 


389 


SbjCt : 


482 


Query: 


449 


Sbj ct : 


542 


Query: 


509 


Sbjct : 


602 


Query: 


569 


Sbjct : 


662 


Query: 


629 


Sbjct : 


722 



DA+ S +D+DD D + 



APYWT+ EKMEK+ LHAVPAA TVKF + CP + 



G P PT-fRWLKI-TGKEFK +HRIGGYKVR WS+ IM+SWPSDKGNYTC+VENEYGSINH 



TY LDWERSPHRPILQAGLPAN 



+G +VEF+CKVYSD QPHIQW+KH+E NGSK G 



PD LPY+++LKKSGINSS+AEVL L FISH/TEA +GEY+CKVSNYIG+ANQSAWLTV P 



+ SP YLEI IYC G FLI+CM+ +VI+ +MK+ TKK DF SQ AVHKL K 



IPLRRQVTVSA+SS+SMNS LVR +RLSS+ TPMLAGVSEYELPEDP+WE PRD + 



L LGKPLGEGCFGQW-t-AEA+Gi-DKDKP 



VAVKMLK DATEKDLSDL+ SEMEMMKM 



IGKHKNIINLL ACTQDGPLYV I VEYASKGNLREYL+ARR.PPG+EY Y+ + PEEQ++ 



KDLVSC YQ+ARGMEYIjAS+KCIHRDLAARNVLVTE+NVMKIADFGLARDI + + IDYYKKT 



TNGRLPVKWMAPEALFDR+YTHQSDVWSFGVL+WEIFTLGGSPYPG+PVEELFKLLKEGH 



RMD KP + NCTKf E L YMMMRD CWH AV P S Q R PT F KQ L VE LDRI + LT+N+ Y 
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Query: 689 PSFPDTRSSTCSSG 702 

P+ R +G 
SbjCt: 782 RCKPEERGDLTEAG 7 95 



sp_vs P21802-9 Isofonti 9 of P21802 - Homo sapiens (Human) [FGFR2] [Homo sapiens 819 AA 

FGFR2_HUMAN (Human)] align 



Score - 1036 bits (2680), Expect = 0.0 

Identities = 503/653 (77%) , Positives = 566/653 (86%) , Gaps 



6/653 (0%) 



Query : 


3 1 


Sbj Ct : 


12 6 


Query : 


91 


Sbjct : 


183 


Query : 


151 


Sbj Ct : 


243 


Query : 


211 


Sbj Ct : 


3 03 


Query : 


2 71 


Sbjct : 


362 


Query : 


331 


Sbjct : 


422 


Query : 


389 


Sbj Ct : 


482 


Query : 


449 


SbjCt : 


542 


Query: 


509 


Sbjct : 


602 


Query: 


569 


Sbjct : 


662 


Query : 


629 


SbjCt : 


722 



DALPSSEDDDDDDDSSSEEKETDNTKPNPVAPYWTSPEKMERKLHAVPAAKTVKFKCPSS 90 
DA+ S +D+DD D + E N K APYWT+ EKMEK+LHAVPAA TVKF+CP+ 



G P PT+RWLKNGKEFK +HRIGGYKVR 



W S + 1 M+SW PSDKGNYT C + VENE YGS I NH 



TY LDWERSPHRPILQAGLPAN + +G +VEF+CKVYSD QPHIQW+KH+E NGSK G 



PD LPY+++LKHSGINSS+AEVL LFNVTEA +GEY+CKVSNYIG+ANQSAWLTV P 



SP YLEI IYC G FLI+CM+ +VI + +MK+ TKK DF SQ AVHKL K 



IPLRRQVTVSA+SS+SMNS LVR +RLSS+ TPMLAGVSEYELPEDP+WE PRD+ 



L LGKPLGEGCFGQW+AEA+G+DKDKP 



VAVKMLK DATEKDLSDL+SEMEMMKM 



IGKHKNI INLL ACTQBGPLYV I VEYASKGNLRE YL+ARRPPG+ EY Y+ + PEEQ++ 



KDLVSC YQ+ARGMEYLAS+KCIHRDLAARNVLVTE+NVMKIADFGLARDI++IDYYKKT 



TNGRLPVKWMAPEALFDR+YTHQSDVWSFGVL+WEIFTLGGSPYPG+PVEELFKLLKEGH 



RMDKP+NCTNELYMMMRDCWHAVPSQRPTFKQLVE LDRI + LT+N+ L L+ 



sp__vs P21802-10 Isoform 10 of P21802 - Homo sapiens (Human) [FGFR2] [Homo sapiens 819 AA 

FGFR2 __HUMAN (Human) J align 

Score = 1035 bits (2676), Expect = 0.0 

Identities = 501/649 (77%), Positives « 564/649 (86%), Gaps « 6/649 (0%) 



Query : 


31 


Sbjct : 


126 


Query : 


91 


Sbjct : 


183 


Query; 


151 


SbjCt : 


243 


Query : 


211 


Sbjct : 


303 


Query : 


271 


SbjCt : 


362 



DALPS3EDDDDDDDSSSEEKETDNTKPNPVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSS 90 
DA+ S +D+DD D + E N K APYWT-t- EKMEK+LHAVPAA TVKF+CP + 



G P PT+RWLKNGKEFK +HRIGGYKVR WS + IM+SWPSDKGNYTC+VENEYGSINH 



TY LDWERSPHRPILQAGLPAN + +G +VEF + CKVYSD QPHIQW+KH+E NGSK G 



PD LPY+++LKHSGINSS-AEVL LFNVTEA +GEY+CKVSNYIG+ANQSAWLTV 



+ SP YLEI IYC G FLI+CM+ +VI+ +MK+ TKK DF SQ AVHKL K 
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Query; 331 S I PLRRQVTVSADSSASMNSGVLLVR - PSRLSSSG -TPMLAGVSEYELPEDPRWELPRDR 388 

IPLRRQVTVSA+SS+SMKS LVR +RLSS+ TPMLAGVSEYELPEDP+WS PRD+ 
Sbjct: 422 RIPLRRQVTVSAESSSSMNSNTPLVRITTRLSSTADTPMIAGVSEYELPEDPKWEFPRDK 481 

Query: 3 89 LVLGKPLGEGCFGQWLABAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDLISEMEMMKM 448 

L LGKPLGEGCFGQW+AEA+G+DKDKP VAVKMLK DATEKDLSDL+SEMEMMKM 

Sbjct: 482 LTLGKPLGEGCFGQVVMAEAVGIDKDKPKEAVTVAVKMLKDDATEKDLSDLVSEMEMMKM 541 

Query: 449 IGKHKNIINLLEACTQDGPLWIVEYASKGNLREYLQARRPPGLEYCYNPSHNPEEQLSS 50 8 

IGKHKNIINLL ACTQDGPLYVIVEYASKGNLREYL+ARRPPG+3Y Y+ + PEEQ++ 
Sbjct: 542 I GKHKN 1 I NL LGACTQDG PLYV I VE Y AS KGN LR E Y LR ARRP PGMEY S YD I NRVPE EQMT F 601 

Query : 50 9 KDL V SCAYQV ARGME YL ASKKC I HRDIjAARNVLVT EDNVMK I AD FG LARD I HH I D Y YKKT 5 6 8 

KDLVSC YQ + ARGME YL AS + KC I HRDL AARNVL VT E + NVMK X ADFGLARD I ++ IDYYKKT 
Sbjct: 6 02 KDLVSCTYQLARGMEYLJVSQKCIHRDLAAR^vXWFJ^/MKIADFGLARDI^IDYYKKT 661 

Query: 569 TNGRLPVKWMAPEALFDR I YTHQSDVWSFGVLLWE I FTLGGSPYPGVPVEELFKLLKEGH 62 8 

TNGRLPVKWMAP EALFDR+YTHQSDVWSFGVL+ WE I FTLGGSPYPG+ PVEELFKLLKEGH 
Sbjct: 662 TNGRLPVKWMAPEALFDRVYTHQSDVWSFGVLMWETFTLGGSPYPGI PVEELFKLLKEGH 721 

Query: 629 RMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVEVLDRIVALTSNQEY 677 

RMDKP+NCTNELYMMMRDCWHAVPSQRPTFKQLVE LDRI + LT+N+ + 
Sbjct: 722 RMDKPANCTNELYMMMRDCWPL?iVPSQRPTFKQLVEDLDRILTLTTNESF 770 



sp_vs P2 1802 -11 Isoform 11 of P21802 - Homo sapiens (Human) [FGFR2] [Homo sapiens 830 AA 
FGFR2_HUMAN (Human) 3 align 

Score = 1034 bits (2673), Expect = 0.0 

Identities = 501/647 (77%) , Positives - 563/647 (87%) , Gaps = 6/647 (0%) 

Query: 31 DALPSSEDDDDDDDSSSEEKETDNTKPNPVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSS 90 

DA+ S +D+DD D + E N K APYWT+ EKMEK+LHAVPAA TVKF+CP+ 

Sbjct: 12 6 DAISSGDDEDDTDGAEDFVSENSNNKR APYWTNTEKMEKRLHAVPAANTVKFRCPAG 182 

Query: 91 GTPNPTLRWLKNGKEFKPDHR I GGYKVRYATWS I IMDSWP SDKGNYTC I VENEYGS INH 150 

G P PT+RWLKNGKEFK +HR I GGYKVR WS+ IM + SWP SDKGNYTC + VENEYGS INH 
Sbjct: 183 GNPMPTMRWLKNGKEFKQEHRIGGYKVRNQHWSLIMESWPSDKGNYTCWENEYGSINH 242 

Query: 151 TYQLDWERSPHRPILQAGLPANKTVALGSNVEFMCKVYSDPQPHIQWLKHIEVNGSKIG 210 

TY LDWER S PHR P I LQ AGL PAN + +G +VEF+CKVYSD QPHIQW+KH+E NGSK G 
Sbjct: 243 TYHLDWERSPHRPILQAGLPANASTWGGDVEFVCKVYSDAQPHIQWIKHVEKNGSKYG 3 02 

Query: 211 PDNLPYVQILKHSGINSSDAEVLTLFNVTEAQSGEYVCKVSNYIGEANQSAWLTVTRPVA 270 

PD LPY+++LKHSGINSS+AEVL LFNVTEA +GEY+CKVSNYIG+ANQ SAWLTV P 
Sbjct: 303 PDGLPYLKVLKHSG INS SNAEVLAIiFNVTEADAGEYI CKVSN Y IGQANQSAWLTVL - PKQ 361 

Query: 271 KALEERPAVMTSPLYLEIIIYCTGAFLISCMLGSVIIYKMKSGTKKSDFHSQMAVHKLAK 330 

+A + SP YLEI IYC G FLI+CM+ +VI + +MK+ TKK DF SQ AVHKL K 

Sbjct: 362 QAPGREKEITASPDYLEIAIYCIGVFLIACMWTVILCRMKNTTKKPDFSSQPAVHKLTK 421 

Query: 331 SI PLRRQVTVSADSSASMNSGVLLVR - PSRLSSSG - TPMLAGVSEYELPEDPRWSLPRDR 3 88 

IPLRRQVTVSA+SS+SMNS LVR +RLSS+ TPMLAGVSEYELPEDP+WE PRD+ 
Sbjct: 422 RIPLRRQVTVSAESSSSMNSNTPLVRITTRLSSTADTPMLAGVSEYELPEDPKWEFPRDK 481 

Query: 389 LVLGKPLGEGCFGQVVIAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDL I SEMEMMKM 44 8 

L LGKPLGEGCFGQ W+ AEA+G +DKDKF VAVKMLK DATEKDLSDL+SEMEMMKM 

Sbjct: 482 LTLGKPLGEGCFGQWMAEAVGIDKDKPKEAVTVAVKMLKDDATEKDLSDLVSEMEMMKM 541 

Query: 449 I GKHKN I INLLEACTQDGPLYVIVEYASKGNLREYLQARRPPGLEYCYNPSHNPEEQLSS 5 08 

IGKHKNIINLL ACTQDGPLYVIVEYASKGNLREYL+ARRPPG+EY Y+ + PEEQ++ 
Sbjct: 542 IGKHKNI INLLGACTQDGPLYVIVEYASKGNLREYLRARRPPGMEYSYDINRVPEEQMTF 601 

Query: 50 9 KDLVSCAYQVARGME YLASKKCIHRDLAARNVLVTEDNVMKI ADFGLARD IHHIDYYKKT 5 68 

KDLVSC YQ+ARGMEYLAS+KCIHRDLAARNVLVTE+NVMKIADFGLARDI++ IDYYKKT 
Sbjct: 602 KDLVSCTYQLARGMEYLA3QKCIHRDLAARNVLVTENNVMKIADFGLARDINNIDYYKKT 661 

Query: 569 TNGRLPVKWMAPEALFDR I YTHQSD VW SFGVLL-WE I FTLGGSPYPGVPVEELFKLLKEGH 628 

TNGRLPVKWMAP EALFDR + YTHQ S D VW S FGVL + WE I FTLGGSPYPG+ PVEELFKLLKEGH 
Sbjct: 662 TNGRLPVKWMAP EALFDRVYTHQSDVWSFGVLMWE I FTLGGS PYPG I PVEELFKLLKEGH 721 



Query: 629 RMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVEVLDRIVALTSNQ 675 

RMDKP+NCTNELYMMMRDCWHAVPSQRPTFKQLVE LDRI+ LT+N+ 
Sbjct: 722 RMDKPANCTNELYMMMRDCWHAVPSQRPTFKQLVEDLDRILTLTTNE 768 



sp_vs P21802-12 Isoform 12 of P21802 - Homo sapiens (Human) [FGFR2 3 [Homo sapiens 771 AA 
FGFR2 _HUMAN (Human) 3 align 
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Score = 103 4 bits (2 673), Expect = 0.0 

Identities = 501/647 (77%), Positives = 563/647 {87%), Gaps - 6/647 (0%) 

Query: 31 DALPSSEDDDDDDDSSSEEKETDNTKPNPVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSS 90 

DA+ S +D+DD D + E N K APYWT+ EKMEK+ LHAVPAA TVKF+CP+ 

Sbjct: 12 6 DAISSGDDEDDTDGAEDFVSENSNNKR APYWTNTEKMEKRLHAVPAANTVKFRCPAG 182 

Query: 91 GTPNPTLRWLKNGKEFKPDHR I GGYKVRYATWS I IMDS WPSDKGNYTC I VENEYGS I NH 150 

G P PT+RWLKNGKEFK +HRIGGYKVR WS+ IM+SWPSDKGNYTC+VENEYGS INH 
Sbjct: 183 GNPMPTMRWLKNGKEFKQEHRIGGYKVRNQHWSLIMESWPSDKGNYTCVVENEYGSINH 242 

Query: 151 TYQLDWERSPHRPILQAGLPANKTVALGSNVEFMCKVYSDPQPHIQWLKHIEVNGSKIG 210 

TY LDWERSPHRPILQAGLPAN + +G +VEF+CKVYSD QPHIQW+KH+E NGSK G 
Sbjct: 243 TYKLDVVERSPHRPILQAGLPANASTVVGGDVEFVCKVYSDAQPHIQWIKHVEKNGSKYG 302 

Query: 211 PDNLPYVQILKHSGINSSDAEVLTLFNVTEAQSGEYVCKVSNYIGEANQSAWLTVTRPVA 2 70 

PD LPY+++LKHSGINSS+AEVL LFNVTEA + G EY +CKVSNY I G + ANQ S AWL TV P 
Sb j C t : 3 0 3 PDGLPYLKVLKHSGINSSNAEVLALFNVTEADAGEY I CKVSNY IGQANQSAWLTVL - PKQ 3 61 

Query : 2 71 KALEERPAVMTSPLYLEI I 1 YCTGAFLISCMLGSV1 I YKMKSGTKKSDFHSQMAVHKLAK 3 3 0 

+A + SP YLEI IYC G FLI+CM+ +VI+ +MK+ TKK DF SQ AVHKL K 

Sbjct: 362 QAPGREKE I TASPDYLE I A I YC I GVFL I ACMWTV I LCRMKNTTKKPDFSSQP AVHKLTK 421 

Query: 331 SIPLRRQVTVSADSSASMNSGVLLVR - PSRLSSSG - TPMLAGV SEYELPEDPRWELPRDR 3 88 

IPLRRQVTVSA+SS+SMNS LVR +RLSS+ TPMLAGVSEYELPEDP+WE PRD+ 
Sbjct: 422 RIPLRRQVTVSAESSSSMNSNTPLVRITTRLSSTADTPMLAGVSEYELPEDPKWEFPRDK 481 

Query: 389 LVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDLISEMEMMKM 448 

L LGKPLGEGCFGQVV+ AEA+G +DKDKP VAVKMLK DATEKDLSDL+ SEMEMMKM 

Sbjct: 4 82 LTLGKP LGEGC FGQVVMAEAVG I DKDKPKEAVTVAVKMLKDD AT EKDLSDLV SEMEMMKM 541 

Query: 449 IGKHKNI INLLEACTQDGPLYVIVEYASKGNLREYLQARRPPGLEYCYNPSHNPEEQLSS 508 

IGKHKNIINLL ACTQDGPLYVIVEYASKGNLREYL+ARRPPG+EY Y+ + PEEQ++ 
Sbjct: 542 IGKHKNI INLLGACTQDGPLYVIVEYASKGNLREYLRARRPPGMEYSYD INRVPEEQMTF 601 

Query: 509 KDLVSCAYQVARGMEYLASKKCIHRDLAARNVLVTEDNVMKIADPGLARDIHHIDYYKKT 568 

KDLVSC YQ+ARGMEYLAS+ KCIHRDLAARNVLVTE+NVMKI ADFGLARD I + + IDYYKKT 
Sbjct: 602 KDLVSCTYQLARGMEYLASQKCIHRDLAARNVLVTElsnsrVMKIADFGLARDINNIDYYKKT 661 

Query: 56 9 TNGRLPVKWMAPEALFDRIYTHQSDVWSFGVLLWEIFTLGGSPYPGVPVEELFKLLKEGH 62 8 

TNGRL P VKWMAPE AL FDR + YTHQ SDVW S FGVL + WE I FTLGGSP YPG+ PVEELFKLLKEGH 
Sbjct: 662 TNGRLPVKWMAPEALFDRVYTHQSDVWSFGVLMWEIFTLGGSPYPGI PVEELFKLLKEGH 721 

Query: 62 9 RMDKP SNCTNELYMMMRDCWHAVP SQRPTFKQLVEVLDR I VALTSNQ 675 

RMDKP+NCTNELYMMMRDCWHAVPSQRPTFKQLVE LDRI + LT+N+ 
Sbjct: 722 RMDKPANCTNELYMMMRDCWHAVPSQRPTFKQLVEDLDRILTLTTNE 768 



sp_vs P21802-13 Isoform 13 of P21802 - Homo sapiens (Human) [FGFR2] [Homo sapiens 768 AA 
FGFR2_HUMAN (Human) 3 align 

Score = 1034 bits (2673) , Expect = 0.0 

Identities - 501/647 (77%), Positives = 563/647 (87%), Gaps - 6/647 (0%) 

DALPSSEDDDDDDDSSSEEKETDNTKPNPVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSS 90 
DA+ S +D+DD D + E N K APYWT+ EKMEK+LHAVPAA TVKF+CP+ 



G P PT + RWLKNGKEFK +HR I GGYKVR WS+IM+SWPSDKGNYTC+VENEYGSINH 



TY LDWERSPHRPILQAGLPAN + +G +VEF+CKVYSD QPHIQW + KH+E NGSK G 



PD LPY+++LKHSGINSS+AEVL LFNVTEA +GEY+CKVSNYIG+ANQSAWLTV P 



SP YLEI IYC G FLI+CM+ +VI+ +MK+ TKK DF SQ AVHKL K 



IPLRRQVTVSA+SS+SMNS LVR +RLSS+ TPMLAGVSEYELPEDP+WE PRD+ 



L LGKPLGEGCFGQW+AEA-G+DKDKP VAVKMLK DATEKDLSDL+SEMEMMKM 



Query: 


31 


Sbjct : 


126 


Query: 


91 


Sbjct : 


183 


Query : 


151 


Sbjct : 


243 


Query : 


211 


Sbjct : 


303 


Query : 


271 


Sbjct: 


362 


Query : 


331 


Sbjct : 


422 


Query: 


389 


Sbjct : 


482 


Query: 


449 



IGKHKNIINLL ACTQDGPLYVIVEYASKGNLREYL+ARRPPG+EY Y+ + PEEQ + 
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Sbjct: 542 IGKHKNI INLLGACTQDGPLYVIVEYASKGNLREYLRARRPPGMEYSYDINRVPEEQMTF 601 

Query: 50 9 KDL.VSCAYQVARGMEYLASKKC I HRDLAARNVLVTEDNVMK I ADFGIjARD IHH ID YYKKT 56 8 

KDLVSC YQ+ARGMEYLAS+KCIHRDLAARJJVLVTE+NVMKIADFGLARDI + + IDYYKKT 
Sbjct: 602 KDLVSCTYQLARGMEYIjASQKCIHRDLAARI^LVTENIWMKIADFGLARDINNIDYYKKT 661 

Query: 569 TNGRLPVKWMAPEALFDRI YTHQSDVWSFGVLLWEIFTLGGSPYPGVPVEELFKLLKEGH 628 

TNGRLPVKWMAPEALFDR + YTHQSDWSFGVL+WEIFTLGGSPYPG+PVEELFKLLKEGH 
SbjCt: 662 TNGRLPVKWMAPEALFDRVYTHQSDWSFGVLMWEIFTLGGSPYPGIPVEELFKLLKEGH 721 

Query: 62 9 RMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVEVLDRIVALTSNQ 6 75 

RMDKP+NCTNELYMMMRDCWHAVPSQRPTFKQLVE LDRI + LT+N-t 
Sbjct: 722 RMDKPANCTNELYMMMRDCWHAVPSQRPTFKQLVEDLDRILTLTTNE 768 



sp_vs P2 1802 -17 Isofonn 17 of P21802 - Homo sapiens (Human) [FGFR2] [Homo sapiens 769 AA 

FG FR 2 _HUMAN (Human) 3 align 



Score = 1034 bits (2673), Expect =0.0 

Identities = 501/647 (77%) , Positives = 563/647 (87%) , Gaps 



6/647 (0%) 



Query : 
SbjCt : 

Query: 
Sbjct: 



3 1 DALPSSEDDDDDDDSSSEEKETDNTKPNPVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSS 90 

DA+ S +D+DD D + E N K APYWT+ EKMEK+ LHAVPAA TVKF+CP + 

12 6 DAI S SGDD EDDTDG AED FV SEN SNNKR AP YWTNTEKMEKRLHAVPAANTVKFRCPAG 182 

91 GTPNPTLRWLKNGKEFKPDHRIGGYKVRYATWSIIMDSVVPSDKGNYTCIVENEYGSINH 15 0 

G P PT+RWLKNGKEFK +HRIGGYKVR WS + IM+SWPSDKGNYTC+VENEYGSINH 

183 GNPMPTMRWLKNGKEFKQEHRIGGYKVRNQHWSLIMESWPSDKGNYTCVVENEYGSINH 2 42 



Query: 151 TYQLDWERSPHRPILQAGLPANKTVALGSNVEFMCKVYSDFQPHIQWLKHIEVNGSKIG 210 

TY LOWERS PHRP I LQAGLP AN + +G +VEF+CKVYSD QPHIQW+KH+E NGSK G 
Sbjct: 243 TYHLDWERSPHRPI LQAGLPANASTWGGDVEFVCKVYSDAQPHIQWI KHVEKNGSKYG 302 

Query: 211 PDNL P YVQ I L KH S G I N S S D AE VL T L FNVTE AQ S GEYVCKVSNY I GE ANQ S AWL TVTR PVA 270 

PD LPY+++LKHSGINSS+AEVL L FNVTE A +GEY+CKVSNYIG+ANQSAWLTV P 
Sbjct: 3 03 PDGLPYLKVLKHSG INS SNAEVLALFNVTEADAGE YI CKVSNY IGQANQSAWLTVL - PKQ 361 

Query: 2 71 KALEERPAVMTSPLYLEI I I YCTGAFLI SCMLGSVI I YKMKSGTKKSDFHSQMAVHKLAK 33 0 
+A + SP YLEI IYC G FLI+CM+ +VI+ +MK+ TKK DF SQ AVHKL K 

3 62 QAPGREKE I T ASPD YLEI AI YC I GVFL I ACMWTV I LCRMKNTTKKPDF S SQ P AVHKLTK 421 



Sbjct : 
Query : 

Sbjct : 



3 31 S I PLRRQVTVSADS S ASMNS GVLLVR - PSRLSSSG - TPMLAGVSEYELPEDPRWELPRDR 388 

IPLRRQVTVSA+3S+SMN5 LVR +RLSS+ TPMLAGVSEYELPEDP+WE PRD+ 
42 2 RIPLRRQVTVSAESSSSMNSNTPLVRITTRLSSTADTPMLAGVSEYELPEDPKWEFPRDK 481 



Query: 389 LVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDLISEMEMMKM 448 

L LGKPLGEGCFGQW+AEA+G+DKDKP VAVKMLK DATEKDLSDL+SEMEMMKM 

Sbjct: 482 LTLGKPLGEGCFGQWMAEAVGIDKDKPKEAVTVAVKMLKDDATEKDLSDLVSEMEMMKM 541 

Query: 449 IGKHKNI INLLEACTQDGPLYVIVEYASKGNLREYLQARRPPGLEYCYNPSHNPEEQLSS 508 

IGKHKNIINLL ACTQDGPLYVIVEYASKGNLREYL+ARRPPG+EY Y+ + PEEQ++ 

Sbjct: 542 IGKHKNI INLLGACTQDGPLYVIVEYASKGNLREYLRARRPPGMEYSYD INRVPEEQMTF 601 

Query: 50 9 KDLVSCAYQVARGMEYLASKKCIHRDLAARNVLVTEDNVMKIADFGLARDIHHIDYYKKT 568 
KDLVSC YQ+ARGMEYLAS+KCIHRDLAARNVLVTE+NVMKIADFGLARDI++ IDYYKKT 

602 KDLVSCTYQLARGMEYLASQKCIHRDLAARNVLVTENNVMKIAJDFGLARD INN IDYYKKT 661 



Sbjct : 
Query : 

SbjCt: 

Query : 
Sbjct : 



56 9 TNGRLPVKWMAPEALFDRI YTHQSDVWSFGVLLWE I PTLGGSPYPGVPVEELFKLLKEGH 628 

TNGRL P VKWMAP E AL FD R+ Y THQ SD VW S FGVL + WE I F TLGG S P Y PG + P VE EL FKL L KE GH 
662 TNGRLPVKWMAPEALFDRVYTHQSDVWSFGVLMWEIFTLGGSPYPGIPVEELFKLLKEGH 721 

62 9 RMDKPSNCTNELYMMMRDCWKAVPSQRPTFKQLVEVLDRIVALTSNQ 675 

RMDKP+NCTNELYMMMRDCWHAVPSQRPTFKQLVE LDRI+ LT+N+ 
72 2 RMDKPANCTNELYMMMRDCWHAVPSQRPTFKQLVEDLDRILTLTTNE 76 8 



sp_vs P21802-4 Isoform 4 of P21802 - Homo sapiens (Human) [FGFR2 3 [Homo sapiens 682 AA 

FGFR2_HUMAN (Human) ] align 

Score - 1029 bits (2661), Expect = 0.0 

Identities = 507/676 (75%), Positives - 570/676 (84%), Gaps = 14/676 (2%) 

Query: 1 MWGWKC LL FW AVL VT ATLC T AR PA PTLPEQDALPSSEDDDDDDDSSSEEKETDN 54 

M W + V+ ATL ARP+ TL 4-DA+ S +D+DD D + EN 

Sbjct: 1 MVSWGRF I CLVVVTMATLSLARPSFSLVEDTTLEPEDAISSGDD EDDTDG AED FVSENSN 60 

Query: 55 TKPNPVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHRIGG 114 

K APYWT+ EKMEK+LHAVPAA TVKF+CP+ G P PT+RWLKNGKEFK +HRIGG 

Sbjct: 61 NKR APYWTNTEKMEKRLHAVPAANTVKFRCPAGGNPMPTMRWLKNGKEFKQEHRIGG 117 



Query: 115 YKVRYATWSI IMDSWPSDKGNYTCIVENEYGSINHTYQLDWERSPHRPILQAGLPANK 174 
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YKVR WS + 1 M+ SWP SDKGNYTC+VENEYGS INHTY LD WERSPHRP I LQAGLPAM 
Sbjct: 118 YKVRNQHWSLIMESWPSDKGNYTCWENEYGSINHTYHLDWERSPHRPILQAGLPANA 17 7 

Que ry : 17 5 TVALG SNVE F MCKVY SDPQPH I QWLKH I EVNGSKI GPDNLPYVQI LKHSGINSSDAEVLT 2 3 4 

+ +G +VEF+CKVYSD QPHIQW+KH+E NGSK GPD LPY+++LKHSGINSS+AEVL 
Sbjct: 178 STVVGGDVEFVCKVYSDAQPHIQWIKHVEK^JGSKYGPDGLPYLKVLKHSGINSSNAEVLA 237 

Query: 235 LFNVTEAQSGEYVCKVSNYIGEANQSAWLTVTRPVAKALEERPAVMTSPLYLEI IIYCTG 294 

LFNVTEA +GEY+CKVSNYIG+ANQSAWLTV P +A + SP YLEI IYC G 

Sbjct: 238 LFNVTEADAGEYICKVSNYIGQANQSAWLTVL-PKQQAPGREKEITASPDYLEIAIYCIG 296 

Query: 2 95 AFLI SCMLGSV 1 1 YKMKSG'TKKSDFHSQMAVHKLAKS I PLRRQVTVSADSSASMN3GVLL 3 54 

FLI+CM+ +VI+ +MK+ TKK DF SQ AVHKL K IPLRRQV SA+SS+SMNS L 
Sbjct: 297 VFLIACMWTVILCRMKNTTKKPDFSSQPAVHKLTKRIPLRRQV--SAESSSSMNSNTPL 354 

Query: 35 5 VR - PSRLSSSG--TPMLAGVSEYELPEDPF/WELPRDRLVLGKPLGEGCFGQWLAEAIGLD 412 

VR +RLSS+ TPMLAGVSEYELPEDP+WE PRD+L LGKPLGEGCFGQW + AEA+G+D 
Sbjct: 3 55 VRITTRLSSTADTPMLAGVSEYELPEDPKWEFPRDKLTLGKPLGEGCFGQWMAEAVGID 414 

Query: 413 KDKPNRVTKVAVKMLKSDATEKDLSDLISEMEMMKMIGKHKNI INLLEACTQDGPLYVIV 472 

KDKP VAVKMLK D ATEKDLSDL + SEMEMMKM I GKHKNI I NLL ACTQDGPLYV IV 

Sbjct: 415 KDKPKEAVTVAVKMLKDDATEKDLSDLVSEMEMMKMIGKKKNIINLLGACTQDGPLYVIV 4 74 

Query: 4 73 EYASKGNLREYLQARRPPGLEYCYNPSHNPEEQLSSKDLVSCAYQVARGMEYLASKKCIH 53 2 

EYASKGNLREYL+ARRPPG+EY Y+ + PEEQ++ KDLVSC Y Q + AR GME YLAS + KCIH 
Sbjct: 475 EYASKGNLREYLRARRPPGMEYSYDINRVPEEQMTFKDLVSCTYQLARGMEYLASQKC I H 534 

Query: 533 RD LAARNVL VT EDNVMK I AD FG LARD I HK I D YY KKTTNGRLP VKWMAPSAL FDR I YT HQ S 592 

RDLAARNVL.VTE+NVMKIADFGLARDI ++ I D YY KKTTNGR LP VKWMAP EAL FDR + YTHQ S 
Sbjct: 53 5 RDLAARNVLVTEl^NVMKIADFGLARDINNIDYYKKTTNGRLPVKWMAPEALFDRVYTHQS 594 

Query: 593 DVWSFGVLLWEIFTLGGSPYPGVPVEELFKLLKEGHRMDKPSNCTNELYMMMRDCWHAVP 652 

DVWSFGVL+WEIFTLGGSPYPG+PVEELFKLLKEGHRMDKP+NCTNELYMMMRDCWHAVP 
Sbjct: 595 DVWSFGVLMWEIFTLGGSPYPGIPVEELFKLLKEGHRMDKPANCTNELYMMMRDCWHAVP 654 

Query: 6 53 SQRPTFKQLVEVLDRI 66 8 

SQRPTFKQLVE LDRI 
Sbjct: 655 SQRPTFKQLVEDLDR I 670 



tr Q1KHYS Fibroblast growth factor receptor 2 (Bacteria-expressed kinase, 785 AA 

Q1KHY5__HUMAN keratinocyte growth factor receptor, craniofacial align 
dysostosis 1, Crouzon syndrome, Pfeiffer syndrome, 
Jackson-Weiss syndrome) EFGFR2] [Homo sapiens (Human) 3 



Score - 1011 bits (2615), Expect = 0.0 

Identities = 495/669 (73%), Positives = 563/669 (84%), Gaps 



13/669 (1%) 



Query : 


31 


SbjCt : 


126 


Query : 


91 


Sbjct : 


183 


Query : 


151 


Sbj Ct : 


243 


Que ry : 


211 


Sbjct : 


303 


Query: 


269 


Sbjct : 


363 


Query: 


329 


SbjCt: 


419 


Query: 


387 


Sbj Ct : 


477 


Query: 


447 


Sbjct : 


537 


Query : 


507 


SbjCt : 


597 


Query: 


567 



DAL P S S EDDDDDDD S S S E EKETDNT KPNP V AP YW T S P EKKEKKLH AV P AAKT VKF KC P S 8 90 
DA+ S +D+DD D + E N K APYWT+ EKMEK+ LHAVP AA TVKF+CP+ 

DAISSGDDEDDTDGAEDFVSENSNNKR APYWTNTEKMEKRLHAVPAANTVKFRCPAG 182 



G P PT+RWLKNGKEFK +HRIGGYKVR WS + IM+SWPSDKGNYTC+VENEYGSINH 



TY LDWERSPHRPILQAGLPAN + +G +VEF+CKVYSD QPHIQW+KH+E NGSK G 



PD LPY+++LK +G+N++D E + L + NVT 



N IG 4- SAWLTV 



+ SP YLEI IYC G FLI+CM- +VI + +MK+ TKK DF SQ AVHKL 



K IPLRRQV SA+SS+SMNS LVR +RLSS+ TPKLAGVSEYELPEDP+WE PR 



D+L LGKPLGEGCFGQW+AEA+G+DKDKP 



VAVKMLK DATEKDLSDL+SEMEMM 



KM I GKHKNI I NLL ACTQDGPLYVI VEYASKGNLREYL+ARRPPG+EY Y+ + PEEQ+ 



+ KDLVSC YQ+ARGMEYLAS+KCIHRDIJ\ARNVLVTE+NVMKIADFGLARDI + + IDYYK 
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KTTNGRLPVKWMAPEALFDR+YTHQSDVWSFGVL+WEIFTLGGSPYPG+PVEELFKLLKE 
Sbjct: 657 KTTNGR L P V KWMAP EALFD RVYTHQ SDVW S FGVLMWE I FTLGG S P YPG I P VEE LFKLLKE 716 

Query: 627 GHRMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVEVLDRIVALTSNQEYLDLSIPLDQ 686 

GHRMDKP+NCTNELYMMMKDCWHAVPSQRPTFKQLVB LDRI+ LT+N+EYLDLS PL + 
Sbjct: 717 GHRMDKPANCTNELYNIMMRDCWHAVPSQRPTFKQLVEDLDRILTLTTNEEYLDLSQPLEP 776 

Query: 687 YSPSFPDTR 695 

YSP +PD R 
Sbjct: 777 YSPCYPDPR 7 85 



sp__vs P21802--6 Isoform 6 of P21802 - Homo sapiens (Human) [FGFR2] [Homo sapiens 785 AA 

FGFR2_HUMAN (Human)] align 



Score = 1011 bits (2615), Expect « 0.0 

Identities - 495/669 (73%) , Positives = 563/669 (84%) 



Gaps « 13/669 (1%) 



Query 
Sbjct 
Query 
Sbjct 
Query 



3 1 DALPSSEDDDDDDDSSSEEKETDNTKPNPVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSS 90 

DA+ S +D+DB D 4- E N K APYWT+ EKMEK+LKAVPAA TVKF+CP+ 

12 6 DAI S SGDDEDDTDGAEDFVSENSNNKR AP YWTNTEKMEKRLKAV PAANTVKFRCPAG 182 

91 GTPNPTLRWLKNGKEFKPDHRIGGYKVRYATWSI IMDSWPSDKGNYTCIVENEYGSINH 150 

G P PT+RWLKNGKEFK +HRIGGYKVR WS+IM+SWPSDKGNYTC+VENEYGSINH 

183 GNPMPTMRWLKNGKEFKQEHRIGGYKVRNQHWSLIMESWPSDKGNYTCWENEYGSINH 2 42 



151 TYQLD WERS PHRPI LQAGL PANKTVALGSNVEFMCKVYSDPQPH I QWLKH I EVNGSKIG 210 
TY LOWERS PHRPI LQAGL PAN + +G +VEF + CKVYSD QPHIQW+KH+E NGSK G 
Sbjct: 243 TYHLD WERS PHRPI LQAGL PANASTWGGDVEFVCKVYSDAQPH I QW I KHVEKNGSKYG 3 02 



Query: 211 PDNLPYVQILKHSGINSSDAEVLTLF- -NVTEAQSGEYVCKVSNYIGEANQSAWLTVTRP 2 68 

PD LPY+++LK +G+N++D E+ L + NVT + GEY C N IG + SAWLTV 
Sbjct: 3 03 PDGLPYLKVLKAAGVTSTTTDKEIEVLY I RNVTFEDAGEYTCLAGNSIGI SFHSAWLTVLPA 3 62 

Que ry : 2 6 9 VAKALEERPAVMTSPLYLE 1 1 1 YCTGAFL I SCMLGSV 1 1 YKMKSGTKKSDFHSQMAVHKL 3 2 8 

+ E + SP YLEI IYC G FLI+CM+ +VI+ +MK.+ TKK DP SQ AVHKL 

Sbjct: 363 PGREKE ITASPDYLEIAI YCIGVFLIACMWTVILCRMKNTTKKPDFSSQPAVHKL 418 

Query: 32 9 AKSIPLRRQVTVSADSSASMNSGVLLVR-PSRLSSSG-TPMLAGVSEYELPEDPRWELPR 3 86 

K IPLRRQV SA+SS+SMNS LVR +RLSS+ TPMLAGVSEYELPEDP+WE PR 
Sbjct: 419 TKRIPLRRQV--SAESSSSMNSNTPLVRITTRLSSTADTPMLAGVSEYELPEDPKWEFPR 476 

Query: 387 DRLVLGKPLGEGCFGQW r LAEAI GLDKDKPNRVTKVAVKMLKSDATEKDLSDL I SEMEMM 446 

D+L LGKPLGEGCFGQVV+AEA+G+DKDKP VAVKMLK DATEKDLSDL+SEMEMM 

Sbjct: 4 77 DKLTLGKPLGEGCFGQWMAEAVGIDKDKPKEAVTVAVKMLKDDATEKDLSBLVSEMEMM 53 6 

Query: 447 KMIGKHKNI INLLSACTQDGPLYVIVSYASKGNLREYLQARRPPGLEYCYNPSHNPEEQL 506 

KMIGKHKNIINLL ACTQDGPLYVIVEYASKGNLREYL+ARRPPG+EY Y+ + PEEQ+ 
Sbjct: 537 KMIGKHKNIINLLGACTQDGPLYVIVEYASKGNLREYLRARRPPGMEYSYDINRVPEEQM 596 

Query: 507 SSKDLVSCAYQVARGMEYLASKKCIHRDLAARNVLVTEDNVMKI ADFGLARD I HHIDY YK 566 

+ KDLVSC YQ+ARGMEYIAS+KCIHRDLAARNVLVTE+NVMKI ADFGLARD I ++IDYYK 
Sbjct: 597 TFKD L VSCTYQL ARGME YLASQKC I HRDL AARNVLVTENNVMKI AD FGLARD I NNI D Y YK 656 

Query: 567 KTTNGR LP VKWMAP EAL FDR I Y THQ SDVW S FGVL LWE I FTLGGS P Y PG VP VE ELF KL L KE 626 

KTTNGRLPVKWr4APEALFDR+YTHQSDV r WSFGVL+WEIFTLGGSPYPG+PVEELFKLLKE 
Sbjct: 657 KTTNGRLPVKWMAPEALFDRVYTHQSDVWSFGVLMWEIFTLGGSPYPGIPVEELFKLLKE 716 

Query: 62 7 GH RMDKP SNCTNE LYMMMRD CWHAVP SQR PT FKQ L VEVLDR I VALT SNQE YL D L S I P LDQ 6 86 

GHRMD KP +N CTNE LYMMMRD C WHAVP SQR PT F KQL VE LDRI+ LT+N+EYLDLS PL+ 
Sbjct: 717 GHRMDKPANCTNELYMMMRDCWHAVPSQRPTFKQLVEDLDR I LTLTTNEEYLDLSQPLEP 776 

Query: 687 YSPSFPDTR 695 

YSP +PD R 
Sbjct: 777 YSPCYPDPR 785 



sp_vs PI 1362-10 



FGFRIJKUMAN (Human) ] 



Isoform 7 of P11362 - Homo sapiens (Human) [FGFRl] [Homo sapiens 573 AA 



align 



Score = 998 bits (2579), Expect - 0.0 

Identities = 496/533 ( 93%) , Positives = 508/533 (95%), Gaps - 8/533 (1%) 

Query: 1 MWGWKCLLFWAVLVTATLCTARPAPTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPN- - 58 

MW WKCLLFWAVLVTATLCTARP+PTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPN 
Sbjct: 1 MWSWKCLLFWAVLVTATLCTARPSPTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPNRM 60 



Query: 5 9 PVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHRIGGYKVR 118 

PVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHRIGGYKVR 
Sbjct: 61 PVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHRIGGYKVR 12 0 
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Query : 


119 


Sbjct : 


121 


Query : 


179 


Sbjct : 


181 


Query: 


237 


Sbj Ct : 


241 


Query: 


297 


SbjCt : 


297 


Query: 


357 


Sbj C t : 


357 


Query : 


417 


Sbjct : 


417 


Query: 


477 


Sbj Ct : 


477 



YATWS 1 1 MD SWP SDKGNYTC I VENE YGS INHTYQLDWER SPHR P I LQAGL PANKTVAL 



GSNVEFMCKVYSDPQPHIQWLKHIEVNGSKIGPDNLPYVQILK +G+N++D E VL L 



N IG ++ SAWLTV +ALEERPAVMTSPLYLEIIIYCTGAF 
GNSIGLSHHSAWLTVL EALEERPAVMTSPLYLEI 1 1 YCTGAF 2 96 



LIS CM + GS V I + Y KMKSGTKK SD FH S QMAVH KLAKS I P LRRQ VTV S AD S S ASMN SGVL LVR 



PSRLSSSGTPMLAGVSEYELPEDPRWELPRDELVLGKPLGEGCFGQVVLAEAIGLBKDKP 



NRVTKVAVKMLKSDATEKDLSDLI SEMEMMKMIGKHKNI INLL ACTQDGPLYVI VEYAS 



KGNLREYLQARRPPGLEYCYNPSHNPEEQLSSKDLVSCAYQVARGMEYLASKK 



spjs P21802-2 Isoform 2 of P21802 - Homo sapiens (Human) [FGFR2] [Homo sapiens 768 AA 

FGFR2JHUMAN (Human}] align 

Score = 991 bits (2561), Expect - 0.0 

Identities = 483/649 (74%), Positives = 549/649 (84%), Gaps = 11/649 (1%) 

Query; 31 DAL PS S E DDDDDDD S S S E E KE T DNT KPNPV AP YWT S P E KMEKKLHAV P AAKTVK F KC P S S 90 

DA+ S +D+DD D + E N K APYWT+ EKMEK+LHAVPAA TVKF+CP+ 

Sbjct: 126 DAISSGDDEDDTDGAEDFVSENSNNKR APYWTNTEKMEKRLHAVPAANTVKFRCPAG 182 

Query: 91 GTPNPTLRWLKNGKEFKPDHRIGGYKVRYATWSIIMDSWPSDKGNYTCIVENEYGSINH 150 

G P PT+RWLKNGKEFK +HRIGGYKVR WS + IM+SWPSDKGNYTC+VENEYGSINH 
Sbjct: 183 GNPMPTMRWLKNGKEFKQEHRIGGYKVRNQHWSLIMESWPS11KGNYTCVVENEYGSINH 242 

Que ry : 151 TYQLDWERSPHRP I LQAGL PANKTVALG SNVEFMCKV Y SD PQ PH I QWLKH I EVNGSK IG 210 

TY LD WERSPHRP I LQAGLPAN + +G +VEF+CKVYSD QPHIQW+KH+E NGSK G 
Sbjct: 243 TYHLD WE R S PHRP I LQ AGLP ANAS TWGGD VEF VCKVYSD AQ PH I Q W I KHVEKNG S KYG 3 02 

Query: 211 PDNLPYVQ I LKHSGINS SDAEVLTLF - - NVT EAQ S GE YV CKVSNY I G EANQ S A W LT VTRP 268 

PD LPY+++LK +G+N++D S+ L+ NVT +GEY C H IG + SAWLTV 
Sbjct: 3 03 PDGLPYLKVLKAAGVNTTDKEIEVLYIRNVTFEDAGEYTCLAGNSIGISFHSAWLTVLPA 3 62 

Query: 269 VAKALEERPAVMTSPLYLEI IIYCTGAFLISCMLGSVI IYKMKSGTKKSDFHSQMAVHKL 3 28 

+ E + S? YLEI IYC G FLI+CM+ +VI+ +MK+ TKK DF SQ AVHKL 

SbjCt: 363 PGREKE ITASPDYLEIAI YCIGVFLIACMWTVILCRMKNTTKKPDFSSQPAVHKL 418 

Query: 329 AKSIPLRRQVTVSADSSASMNSGVLLVR- PSRLSSSG-TPMLAGVSEYELPEDPRWELPR 386 

K IPLRRQVTVSA+SS+SMNS LVR +RLSS+ TPMLAGVSEYELPEDP+WE PR 
SbjCt: 419 TKRIPLRRQVTVSAESSSSMNSNTPLVRITTRLSSTADTPMLAGVSEYELPEDPKWEFPR 478 

Query: 3 87 DRLVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDLISEMEMM 44 6 

D + L LGKPLGEGCFGQW+AEA+G+DKDKP VAVKMLK DATEKDLSDL+SEMEMM 

SbjCt: 47 9 DKLTLGKPLGEjGCFGQVVMAEAVGIDKDKPKEAVTVAVKMLKDDATEKDLSDLVSEMEMM 53 8 

Query: 447 KMIGKHKNIINLLEACTQDGPLYVIVEYASKGNLREYLQARRPPGLEYCYNPSHNPEEQL 506 

KMIGKHKNIINLL ACTQDGPLYVIVEYASKGNLREYL+ARRPPG+EY Y+ + PEEQ+ 
Sbjct: 539 KMIGKHKNIINLLGACTQDGPLYVIVEYASKGNLREYLRARRPPGMEYSYDINRVPEEQM 598 

Query: 507 S SKDLVSCAYQVARGMEYLASKKCIHRDLAARNVL VTEDNVMKI ADFGLARD I HH I DYYK 566 

+ KDLVSC YQ+ARGMEYLAS+KCIHRDLAARNVLVTE+NVMKIADFGLARDI + + IDYYK 
Sbjct: 599 T F KD L VS CT YQL ARGME YL A SQ KC I HRD L AARNVL VT ENNVMK I AD FGL ARD I NN I DYYK 658 

Query: 5 67 KTTNGRLPVKWMAPEALFDRIYTHQSDVWSFGVLLWEIFTLGGSPYPGVPVEELFKLLKE 62 6 

KTTNGRLPVKWMAPEALFDR+YTHQSDVWSFGVL+WEIFTLGGSPYPG+PVEELFKLLKE 
Sbjct: 659 KTTNGRLPVKWMAPEALFDRVYTHQSDVWSFGVLMWEIFTLGGSPYPGIPVEELFKLLKE 718 

Query: 62 7 GHRMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVEVLDRIVALTSNQ 675 

GHRMDKP+NCTNELYMMMRDCWHAVP SQRPTFKQL VE LDRI+ LT+N+ 
Sbjct: 719 GHRK£DKPANCTNELYMMMRDCWHAVP SQRPTFKQL VEDLDR I LTLTTNE 767 



sp_vs PI 13 62-11 Isoform 9 of P113 62 - Homo sapiens (Human) [FGFR1] [Homo sapiens 571 AA 
FGFR1JHUMAN (Human) 3 align 
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Score = 989 bits (2557), Expect = 0.0 

Identities = 494/533 {92%), Positives * 506/533 (94%), Gaps = 10/533 (1%) 



Query : 


1 


Sbjct : 


1 


Query : 


59 


Sbjct : 


61 


Query: 


119 


Sbjct : 


121 


Query : 


179 


Sbj Ct : 


181 


Query : 


2 37 


Sb j Ct : 


241 


Query: 


297 


Sbjct : 


297 


Query : 


357 


Sbjct : 


355 


Query: 


417 


Sbjct: 


415 


Query: 


477 


Sbjct: 


475 



MMGWKCLLFWAVLVTATIiCTAR P APTLPEQD AL P S S EDDBDDDD S S SEEKETDNTKPN - - 58 
MW W KC L L FWAVL VTAT L CTAR P + PT LPEQD AL PS S EDDDDDDD S S £ E EKETDMTKPN 
MWSWKCLLFWAVLVTATLCTARPSPTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPNRM 6 0 

PVAPYWTSPEKMEKKLHAVPAAKTVKFKCPS SGTPNPTLRWLKNGKEFKPDHRIGGYKVR 118 
PVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHRIGGYKVR 
PVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPNPTIiRWLKNGKEFKPDHRIGGYKVR 12 0 



YATWS 1 1 MDSWPSDKGMYTC I VEMKYC S I N'HTYQ LDVVER SPHR P I LQ AG L PANKTVAL 



GSlSrVEFMCKVYSDPQPHIQWLKHIEVNGSKIGPDNLPYVQILKHSGINSSDAE--VLTLF 236 
GSNVEFMCKVYSDPQPHIQWLKHIEVNGSKIGPDNIiPYVQILK +G+N++D E VL L 



+ALEERPAVMTSPLYLEI I IYCTGAF 
- - EALEERPAVMTSPLYLEI r IYCTGAF 2 96 



LISCM+GSVI+YKMKSGTKKSDFHSQMAVHKLAKSIPLRRQV SADSSASMNSGVLLVR 



PSRLSSSGTPMLAGVSEYELPEDPRWELPRDRLVLGKPLGEGCFGQWLAEAIGLDKDKP 



NRVTKVAVKMLKSDATEKDLSDLISEMEMMKMIGKHKNI INLL ACTQDGPLYVIVEYAS 



KGNLREYLQARRPPGLEYCYNPSHNPEEQLSSKDLVSCAYQVARGMEYLASKK 



sp__vs P21S02-S Isoform 8 of P21802 - Homo sapiens (Human) [FGFR2] [Homo sapiens 766 AA 

FGFR2_HUMAN (Human)] align 

Score = 982 bits (2539), Expect = 0.0 

Identities - 481/649 (74%), Positives => 547/649 (84%), Gaps = 13/649 (2%) 



Query : 


31 


Sbjct : 


126 


Query : 


91 


Sbjct: 


183 


Query : 


151 


Sbj ct : 


243 


Query : 


211 


Sbjct : 


3 03 


Query: 


269 


Sbj Ct : 


3 63 


Query : 


329 


Sbjct : 


419 


Query : 


387 


Sbjct : 


477 


Query : 


447 


Sbj Ct : 


537 


Query : 


507 


SbjCt : 


597 


Query: 


567 



DA+ S +D+DD D + 



APYWTV EKMEK+ LHAVPAA TVKF+CP+ 



G P PT+RWLKNGKEFK +-HRIGGYKVR WS+IM+SWPSDKGNYTC+VENEYGSINH 



TY LDWER SPHRP I LQAGLPAN 



+G +VEF+CKVYSD QPHIQW+KH+E NGSK G 



PD LPY+++LK +G+N++D E+ L+ NVT 



N IG + SAWLTV 



+ SP YLEI IYC G FLI+CM+ +VI+ +MK+ TKK DF SQ AVHKL. 



K IPLRRQV SA+SS+SMNS LVR +RLSS+ TPMLAGVSEYELPEDP+WE PR 



D+L LGKPLGEGCFGQW+AEA+G+DKDKP 



VAVKMLK D ATE KDL SD L + S EMEMM 



KMIGKHKNIINLL ACTQDGPLYVIVEYASKGNLREYE+ARRPPG+EY Y~ + PEEQ + 



+ KDLVSC YQ+ARGMEYLAS+KCIHRDLAARNVLVTE+NVMKIADFGLARDI++IDYYK 



KTTNGRLPVKWMAPEALFDR+YTHQSDVWSFGVL+WEIFTLGGSPYPG+PVEELFKLLKE 
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Sbjct: 657 KTTNGRLPVKWMAPEALFDRVYTHQSDVWSFGVLMWEIFTLGGSPYPGIPVEELFKLLKE 716 

Query: 62 7 GHRMD KP SNCTN EL YMMMRD CWHAVP S QR PT FKQL VE VLDR I VAL T SNQ 675 

GHRMDKP+NCTNELYMMMRDCWHAVPSQRPTFKQLVE LDRI+ LT+N+ 
Sbjct: 717 GHPJ4DKPANCTNELYMMMRDCWHAVPSQRPTFKQLVEDLDRILTLTTNE 765 



sp_vs P11362-8 Isoform 2 of P11362 - Homo sapiens ( Human ) [FGFR1] [Homo sapiens 662 AA 

FGFR1_HUMAN (Human)] align 

Score = 934 bits (2415), Expect =0.0 

Identities = 468/503 (93%), Positives = 479/503 (95%), Gaps - 8/503 (1%) 

Query: 31 DALPSSEDDDDDDDSSSEEKETDNTKPN- -PVAPYWTSPEKMEKKLHAVPAAKTVKFKCP 88 

DALPSSEDDDDDDDSSSEEKETDNTKPN PVAPYWTSPEKMEKKLHAVPAAKTVKFKCP 
Sbjct: 120 DALPSSEDDDDDDDSSSEEKETDNTKPNRMPVAPYWTSPEKMEKKLHAVPAAKTVKFKCP 179 

Query: 8 9 SSGTPHPTLRWLKNGKEFKPDHR I GGYKVRYATWS I IMDSWPSDKGNYTCI VENEYGS I 14 8 

SSGTFNPTLRWLKNGKEFKPDHRIGGYKVRYATWS I IMDSWPSDKGNYTCI VENEYGS I 
Sb j ct : 18 0 SSGTPNPTLRWLKNGKEFKPDHRIGGYKVRYATWSI IMDSWPSDKGNYTCI VENEYGS I 2 3 9 

Query: 14 9 NKTYQLDVVERSPHRPILQAGLPANKTVALGSNVEFMCKVYSDPQPHIQWLKHIEVNGSK 20 8 

NHTYQLDWERSPHRPILQAGLPANKTVALGSNVEFMCKVYSDPQPHIQWLKHIEVNGSK 
Sbjct: 240 NHTYQLDVVERSPHRPILQAGLPANKTVALGSNVEFMCKVYSDPQPHIQWDKHIEVNGSK 2 99 

Query: 20 9 IGPDNLPYVQILKHSGINSSDAE- -VLTLFNVTEAQSGEYVCKVSNYIGEANQSAWLTVT 2 66 

IGPDNLPYVQILK +G+N++D E VL L NV+ +GEY C N IG ++ SAWLTV 
Sbjct: 3 00 IGPDNLPYVQILKTAGWTTDKEMEVLHLRNVSFEDAGEYTCLAGNSIGLSHHSAWLTVL 3 59 

Query: 267 RPVAKALEERPAVMTSPLYLEI I I YCTGAFLISCMLGSVI IYKMKSGTKKSDFHSQMAVH 326 

+ALEERPAVMTSPLYLEI I I YCTGAFLISCM+GSVI +YKMKSGTKKSDFHSQMAVH 
Sbjct: 360 EALEERPAVMTSPL.YLEI II YCTGAFLISCMVGSVIVYKMKSGTKKSDFHSQMAVH 415 

Query: 32 7 KLAKS I PLRRQVTVSADSSASMNSGVLLVRPSRLSSSGTPMLAGVSEYELPEDPRWELPR 3 86 

KLAKS I PLRRQ VTVS ADS S ASMNSGVLL VRP SRL S S SGTPMLAGVS EYEL PED PRWELPR 
Sbjct: 416 KLAKSIPLRRQVTVSADSSASMNSGVLLVRP3RLSSSGTPMLAGVSEYELPEDFRWELPR 475 

Query: 3 87 DRLVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDLISEMEMM 44 6 

DRLVLGKPLGEGCFGQVVLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDIilSEMEMM 
Sbjct: 476 DRLVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDLISEMEMM 535 

Query: 44 7 KMIGKHKNI INLLEACTQDGPLYVIVEYASKGNLREYLQARRPPGLEYCYNPSHNPEEQL 506 

KMIGKHKNI INLL ACTQDGPLYVIVEYASKGNLREYLQARRPPGLEYCYNPSHNPEEQL 
Sbjct: 536 KMIGKHKNI INLLGACTQDGPLYVIVEYASKGNLREYLQARRPPGLEYCYNPSHNPSEQL 595 

Query: 50 7 S SKDLVS CAYQVARGMEYLAS KK 52 9 

S S KDLVS CAYQVARGMEYLAS KK 
Sbjct: 596 S S KDLV S C A YQ V ARGMEY LA S KK 618 

Score = 90.5 bits (223), Expect = 9e-18 

Identities = 78/307 (25%) , Positives = 118/307 (38%) , Gaps - 83/307 (27%) 

MWGWKCLLFWAVLVTATLCTARPAPTLPEQDALPSSBDDDDDDDSSSEKKETDNTKPNPV 6 0 
MW WKCLLFWAVLVTATLCTARP+PTLPEQ 

MWSWKCLLFWAVLVTATLCTARPSPTLPEQ 3 0 

APYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHRIGGYKVRYA 12 0 
A W +P ++E L V +-+ +C + + WL + +G + +R R 
AQPWGAPVEVESFL- - VHPGDLLQLRCRLRDDVQ - 3 INWLRDGVQLAESNR TRIT 82 

TWS I IMDSWPSDKGNYTCI VENEYGS INHTYQLDWERSP 161 

+ + VP+D G Y C+ + GS + ++V + P 

GEEVEVQDSVPADSGLYACVTSSPSGSDTTYFSVNVSDALPSSEDDDDDDDSSSEEKETD 142 

HRPILQAGLPANK TVALG SNVE FMCKVY SD PQ PH I QWL KH I E VNGS K I G 210 

P+ K V V+F C P P ++WLK NG + 

NTKPNRMPVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLK NGKEFK 19 8 

PDNLPYVQ I LKHSGINSSDAEVLTLFNVTEAQSGEYVCKVSNY I GEANQSAWLTVT 2 6 6 

PD-t- + + + + + + + +V + GYCVN G N + LV 



Query : 


1 


Sbjct : 


1 


Query : 


61 


Sbjcc: 


31 


Query : 


121 


Sbjct : 


83 


Query: 


162 


Sbjct : 


143 


Query: 


211 


Sbjct: 


199 


Query : 


267 


Sbjct : 


253 



sp P22607 Fibroblast growth factor receptor 3 precursor (EC 2.7.10.1) 806 AA 

FGFR3 _HUMAN (FGFR-3 ) (CD333 antigen) [FGFR3] [Homo sapiens (Human) 3 align 
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Score « 931 bits (2406), Expect = 0.0 

Identities = 462/685 (67%) , Positives = 552/685 (80%) , Gaps - 17/685 (2%) 



Query: 


34 


SbjCt : 


129 


Query: 


94 


Sbjct : 


183 


Query : 


154 


SbjCt : 


243 


Query: 


214 


Sbjct : 


303 


Query : 


272 


Sbjct : 


362 


Query : 


332 


Sbjct : 


417 


Query : 


392 


Sbjct : 


475 


Query : 


452 


Sbj ct : 


535 


Query: 


512 


SbjCt: 


595 


Query: 


572 


SbjCt : 


655 


Query: 


632 


Sbjct : 


715 


Query: 


692 


Sbjct : 


775 



PSS DD+D tD 



APYWT PE+M+KKL AVPAA TV+F+CP++G P 



P++ WLKNG+EF+ +HRIGG K+R + WS + +M+SWPSD+GNYTC+VEN+ + GSI TY 



LDV+ ERSPHRP I LQAGLPAN+T LGS+VEF CKVYSD QPHIQWLKH+EVNGSK+GPD 



PYV +LK +G N++D E VL + L NVT 



N IG + + SAWL V 



PL+RQV S +S+A3M+S LVR +RLSS P LA VSE SLP DP+WEL R RL L 



GKPLGEGCFGQW+AEAIG+DKD+ 



VAVKMLK DAT+KDLSDL+ SEMEMMKMIGK 



HKNIINLL ACTQ GPLYV+VEYA+KGNLRE+L+ARRPPGL+Y + + 



PEEQL+ KDL 



VSCAYQVARGMEYLAS + KCIHRDLAAR1S1VLVTEDNVMKIADFGLARD+H++DYYKKTTNG 



RLPVKWMAPEALFDR+YTHQSDVWSFGVLLWEIFTLGGSPYPG+PVEELFKLLKEGHRMD 



KP+NCT++LYM+MR+CWHA PSQRPTFKQLVE LDR++ +TS EYLDLS P +QYSP 



DT SS+ SSG+DSVF+H+ LP 



tr QSNIlb Fibroblast growth factor receptor 3 (Fragment) [FGFR3] [Homo 769 AA 

Q8NI15_HUMAN sapiens (Human)] align 



Score = 931 bits (2406), Expect = 0.0 

Identities * 462/685 (67%), Positives = 552/685 (80%), Gaps 



17/685 (2%) 



Query: 


3 4 


SbjCt : 


92 


Query : 


94 


Sbjct : 


146 


Query : 


154 


Sbjct : 


206 


Query: 


214 


SbjCt : 


266 


Query: 


272 


Sbjct : 


325 


Que ry : 


332 


SbjCt: 


380 


Query: 


392 



PSS DD+D +D E ++T + APYWT PE+M+KKL AVPAA TV+F+CP++G P 

PS SGDDEDGED EAEDTGVDTGAPYWTRPERMDKKLLAVPAANTVRFRCPAAGNP 14 5 



P + + WLKNG + EF+ +HRIGG K+R+ WS + +M+SWPSD+GNYTC+VEN++GSI TY 



LDV+ERSPHRP I LQAGLPAN+T LGS+VEF CKVYSD QPHIQWLKH+EVNGSK+GPD 



PYV +LK +G N++D E VL+L NVT 



N IG ++ SAWL V 



1+ Y G FL 



++ +V + +++S KK 



PL+RQV S +S+ASM+S LVR +RLSS P LA VSE ELP DP+WEL R RL L 



GKPLGEGCFGQW+AEAIG+DKD + 



VAVKMLK DAT + KD L SDL + S EMEMMKM I GK 
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Sbjct : 


438 


Query : 


452 


Sbjct : 


498 


Query: 


512 


Sbjct: 


558 


Query : 


572 


Sb j Ct : 


618 


Query: 


632 


Sbjct : 


678 


Query : 


692 


Sbjct : 


738 


tr 


116 


Q8NI16_ 


Score 


_ i 


Identities 


Query : 


34 


Sbjct : 


92 


Query - 


94 


Sbjct : 


146 


Query: 


154 


SbjCt : 


206 


Query: 


214 


Sbjct : 


266 


Query : 


273 


Sbjct : 


326 


Query : 


333 


SbjCt : 


383 


Query : 


393 


SbjCt : 


441 


Query: 


453 


Sbjct : 


501 


Query : 


513 


Sbjct : 


561 


Query: 


573 


Sbjct: 


621 


Query : 


633 


Sbjct : 


681 


Query: 


693 


Sbjct: 


741 



43 8 GKPLGEGCFGQVVMAEAIGIDKDRAAKPVTVAVKMLKDDATDKDLSDLVSEMEMMKMIGK 4 97 



KKN.I INLL ACTQ GPLYV+VEYA+KGNLRE+L+ARRPPGL+Y + + 



PEEQL+ KDL 



VSCAYQVARGMEYLAS + KCIHRDLAARNVLVTEDNVMKI ADFGLARD+H + +DYYKKTTNG 



RLPVKWMAPEALFDR+YTKQSDVWSFGVLLWEIFTLGGSPYPG+PVEELFKLLKEGHRMD 



KP+NCT++LYM+MR+CWHA PSQRPTFKQLVE LDR+ + +TS EYLDLS P +-QYSP 



DT SS+ SSG+DSVF-+-H+ LP 



Fibroblast growth factor receptor 3 (Fragment) [FGFR3] [Homo 771 AA 
sapiens (Human) ] align 



PSS DD+D +D 
PSSGDDEDGED- 



E ++T + APYWT PE+M+KKL AVPAA TV+P+CP++G P 
- EAEDTGVDTGAPYWTRPERMDKKLLAVPAANTVRPRCPAAGNP 145 



P++ WLKNG+EF+ +HRIGG K+R+ WS + +M+SWPSD+GNYTC+VEN ++GSI TY 



LDV+ERSPHRPILQAGLPAN+T LGS+VEF CKVYSD QPHIQWLKH+EVNGSK+GPD 



S +A+V L L NV+E GEY + C-r +N+IG A + + WL+V P A 



PL+RQV S +S+ASM+S LVR +RLSS P LA VSE ELP DP+WEL R RL LG 



KPLGEGCFGQW+AEAIG+DKD+ 



VAVKMLK DAT+KDLSDL + SEMEMMKMIC-KK 



KNIINLL ACTQ GPLYV+VEYA+KGNLRE+L+ARRPPGL+Y ++ 



PEEQL+ KDLV 



SCAYQVARGMEYLAS+KCIHRDLAARNVLVTEDNVMKIADFGLARD+H++DYYKKTTNGR 



LPVKWMAPEALFDR+ YTHQSDVWSFGVLLWEI FTLGGSPYPG+ PVEELFKLLKEGHRMDK 



P+NCT++LYM+MR+CWHA PSQRPTFKQLVE LDR+t +TS EYLDLS P +QYSP 



DT SS+ SSG+DSVF+H+ LP 



sp_vs P2 2 6 07 2 Isoform 2 of P22607 - Homo sapiens (Human) [FGFR33 [Homo sapiens 808 AA 

FGFR3JHUMAN (Human)] align 



41 of 52 



11/13/2007 2:35 PM 



ExPASy BLAST2 Interface 



http://www.expasy.ch/cgi-bin/blast.pl 



Score = 929 bits {2402}, Expect = 0.0 
Identities * 459/684 (67%) , Positives = 



551/684 (80%}, Gaps - 13/684 (1%) 



Query : 


34 


Sbjct : 


129 


Query : 


94 


Sbjct : 


183 


Query : 


154 


Sbjct : 


243 


Query: 


214 


Sbjct: 


303 


Query : 


273 


Sbjct : 


363 


Query: 


333 


Sbjct: 


420 


Query: 


393 


Sbjct : 


478 


Query: 


453 


Sbjct : 


538 


Query: 


513 


Sbj ct : 


598 


Query: 


573 


Sbjct : 


658 


Query : 


633 


Sbjct : 


718 


Query : 


693 


Sbjct : 


778 



PSSEDDDDDDDSSSEEKETDNTKPNPVAPYWTSPEKMEKKLKAVPAAKTVKFKCPSSGTP 93 

PSS DD+D +D E ++T + APYWT PE+M+KKL AVPAA TV+F+CP++G P 

P S SGDD EDGED EAEDTGVDTGAPYWTRPERMDKKLLAVPAANTVRFRCPAAGNP 182 



P+ + WLKNG+EF+ +HRIGG K+R+ WS++M+SWPSD+GNYTC+VEN++GSI TY 



LDV+ERSPHRPILQAGLPAN+T LGS+VEF CKVYSD QPHIQWLKH+EVNGSK+GPD 



S +A+V L L NV+E GEY+C+ +N+IG A ++ WL+V P A 



PL+RQV S +S+ASM+S LVR +RLSS P LA VSE ELP DP+WEL R RL LG 



KPLGEGCFGQW+AEAIG+DKD + 



VAVKMLK DAT+KDLSDL+SEMEMMKMIGKH 



KNIINLL ACTQ GPLYV+VEYA+KGNLRE+L+ARRPPGL+Y ++ 



PEEQL+ KDLV 



S CAY Q V ARGMS YL AS + KC I HRDL AARNVL VTEDNVMK I AD F GLARD + H+ +DYYKKTTNGR 



LPVKWMAPEALFDR+YTHQSDVWSFGVLLWEIFTLGGSPYPG+PVEELFKLLKEGHRMDK 



P+NCT++LYM+MR+CWHA PSQRPTFKQLVE LDR++ +TS EYLDLS P +QYSP 



DT SS+ SSG+DSVF+H+ LP 



sp_vs P11362-9 isoform 5 of P11362 - Homo sapiens (Human) [FGFRl] EHomo sapie 

FGFR INHUMAN (Human) ] 



660 AA 

align 



Score = 926 bits (2393) , Expect m 0.0 

Identities « 466/503 (92%), Positives - 477/503 (94%}, Gaps = 10/503 (1%) 



Query: 


31 


Sbjct : 


120 


Query : 


89 


Sbjct : 


180 


Query: 


149 


SbjCt : 


240 


Query : 


209 


Sbjct : 


300 


Query : 


267 


SbjCt : 


360 


Que ry : 


327 


Sbjct : 


416 


Query: 


387 



DALPSSEDDDDDDDSSSEEKETDNTKPN PVAPYWTSPEKMEKKLHAVPAAKTVKFKCP 



SSGTPNPTLRWLKNGKEFKPDHRIGGYKVRYATWSIIMDSWPSDKGNYTCIVENEYGSI 



NHTYQLDWER SPHR P I LQAG L P ANKTV ALG SNVEFM CKVY SD PQ PH I QWL KH I EVNGSK 



IGPDNLPYVQILK +G+N++D E VL L NV+ 



N IG ++ SAWLTV 



+ALEERPAVMTSPLYLEI I I YCTGAFLI SCM+GSVI + YKMKSGTKKSDFHSQMAVH 
-EALEERPAVMTSPLYLEIIIYCTGAFLISCMVGSVIVYKMKSGTKKSDFHSQMAVH 415 



KLAKS I PLRRQV SADSSASMNSGVLLVRPSRLSSSGTPMLAGVSEYELPEDPRWELPR 



DRLVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDLISEMEMM 
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Sbjct: 474 DRLVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKMLKSDATEKDLSDLISEMEMM 53 3 

Query: 447 KMI GKHKNI INLLEACTQDGPLYVI VEYASKGNLREYLQARRPPGLEYCYNPSHNPEEQL 50 6 

KM I GKHKN 1 1 NLL ACTQDGPLYVI VEYASKGNLREYLQARRPPGLEYCYNPSHNPEEGL 
Sbjct: 534 KM I GKHKN I INLLGACTQDGPLYVIVEYASKGNLREYLQARRPPGLEYCYKTP SHNPEEQL 593 

Query: 507 £ SKDLVS CAYQVARGMEYLAS KK 52 9 

S SKDLVS CAYQVARGMEYLAS KK. 
Sb j C t : 5 94 S SKDLVS CAYQVARGMEYLAS KK 616 

Score = 90.5 bits (223), Expect = 9e--18 

Identities « 78/307 (25%) , Positives - 118/307 (38%) , Gaps - 83/307 (27%) 

Query: 1 MWGWKCLLFWAVLVTATLCTARPAPTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPNPV 60 

MW WKCLLFWAVLVTATLCTARP+PTLPEQ 
Sbjct: 1 MWSWKCLLFWAVLVTATLCTARPSPTLPEQ 3 0 

Query: 61 APYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNfGKEPKPDHRIGGYKVRYA 120 

A W +P ++E L V ++ +C ++ WL++G + +R R 
Sbjct: 31 AQPWGAPVEVESFL - - VHPGDLLQLRCRLRDDVQ - S INWLRDGVQLAESNR TRIT 82 

Query: 121 TWSIIMDSWPSDKGNYTCIVENEYGSINHTYQLDWERSP 161 

+ + VP+D GYC+ + GS + ++V + P 

SbjCt: 83 GEEVEVQDSVPADSGLYACVTSSPSGSDTTYFSVNVSDALPSSEDDDDDDDSSSEEKETD 142 

Query: 162 HRPILQAGLPANK T V ALGSNVE FM CKV Y SDPQPHIQWLKHI EVNG S K I G 210 

P+ K V V+F C P P 4-+WLK NG + 

Sbjct: 143 NTKPNRMPVAPYWTSPSKMEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLK NGKEFK 198 

Query: 211 PDNLPYVQILKHSGINSSDAEVLTLFNVTEAQSGEYVCKVSNYIGEANQSAWLTVT 266 

p D+ + + + + +. + + +V + G YCVN GN + LV 

Sbjct: 199 PDHR I GGYKVRYATWS I IMDSWPSDKGNYTCIVENEYGS INHTYQLDWERSP 252 

Query: 267 -RPVAKA 272 

RP+ +A 
Sbjct: 253 HRPILQA 259 



sp_vs P11362-12 Isoform 11 of P11362 - Homo sapiens (Human) [FGFRl] [Homo sapiens 502 AA 

FGFR1 _HUMAN ( Human ) ] align 



Score = 857 bits (2214), Expect =0.0 

Identities » 429/462 (92%), Positives = 440/462 (95%), Gaps 



6/462 (1%) 



Query : 


7 0 


Sbjct : 


1 


Query : 


130 


Sbjct : 


61 


Query : 


190 


Sbjct : 


121 


Query: 


248 


Sbjct : 


181 


Query: 


308 


Sbjct : 


237 


Query : 


368 


SbjCt : 


297 


Query : 


428 


SbjCt : 


357 


Query: 


488 


SbjCt : 


417 



MEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDKR I GGYKVRYATWS I IMDSV 12 9 
MEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHRIGGYKVRYATWS I IMDSV 
MEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPBHRIGGYKVRYATWS I IMDSV 60 



VPSDKGNYTCIVENEYGS INHTYQLDWERSPHRPILQAGLPANKTVALGSNVEFMCKVY 



SDPQPH I QWLKH I EVNGSK I GPDNL PYVQ ILK +G+N ++D E VL L NV+ +GEY 



+ALEERPAVMTSPLYLEI I IYCTGAFLI SCM+GSVI+ 
-EALEERPAVMTSPLYLEI I IYCTGAFLI SCMVGSVIV 2 3 6 



YKMKSGTKKSDFHSQMAVHKLAKS I PLRRQVTVSADS SASMNSGVLLVRP SRLS S SGTPM 



LAGVSEYELPEDPRWELPRDRLVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKML 



KSDATEKDLSDL I S EMEMMKM I GKHKN 1 1 NLL ACTQDGPLYVI VEYASKGHLREYLQAR 



RPPGLEYCYNPSHNPEEQLSSKDLVSCAYQVARGMEYLASKK 



sp_ys P1.1362 -13 Isoform 13 of P11362 - Homo sapiens (Human) [FGFRl] [Homo sapiens 500 AA 
F G FR 1_HUMAN (Human)] align 
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Score = 848 bits (2192), Expect = 0.0 

Identities - 427/462 (92%), Positives - 438/462 (94%), Gaps m 8/462 (1%) 

Query : 7 0 MEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHR IGGYKVRYATWS I IMDSV 12 9 

MEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHRIGGYKVRYATWSIIMDSV 
Sbjct: 1 MEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHR IGGYKVRYATWS I IMDSV 60 

Query: 13 0 V P S D KGNYT C I VENE YGS I NHT YQ LD WER S PHR P I LQ AGL P AN KT V AL G SNVE FMCKVY 18 9 

VP SDKGNYTC I VENEYGS INHT YQLDWERSPHRPI LQAGLP ANKTVALGSNVEFMCKVY 
Sbjct: 61 VPSDKGNYTCIVENEYGSINHTYQLDWERSPHRPILQAGLPANKT\ ? ALGSNVEFMCKVY 12 0 

Query: 190 SDPQPHIQWLKHIEVNGSKIGPDNLPYVQILKHSGINSSDAE- -VLTLFNVTEAQSGEYV 24 7 

SDPQPH I QWLKH I EVNGSK I GPDNLPY VQ I LK +G+N++D E VL L MV+ +GEY 
Sbjct: 121 SDPQPH I QWLKH I EVNGSKI GPDNLPYVQ I LKTAGVNTTDKEMEVLHLRNVS FEDAGEYT 180 

Query: 248 CKVSNYIGEANQSAWLTVTRPVAKALEERPAVMTSPLYLEIIIYCTGAFLISCMLGSVII 3 07 

C N IG t+ SAWLTV +ALEERPAVMTSPLYLEI I IYCTGAFLI SCM+GS VI + 

Sbjct: 181 CLAGNSIGLSHHSAWLTVL EALEERPAVMTSPLYLEI I IYCTGAFLI SCMVGSVIV 236 

Query: 3 08 YKMKSGTKKSDFHSQMAVHKLAKSIPLRRQVTVSADSSASMNSGVLLVRPSRLSSSGTPM 3 67 

YKMKSGTKKSDFHSQMAVHKLAKS I PLRRQV SADSSA3MNSGVLLVRPSRLSSSGTPM 
Sb j Ct : 2 3 7 YKMKSGTKKSDFHSQMAVHKLAKS I PLRRQV- - SADSSASMNSGVLLVRPSRLSSSGTPM 2 94 

Querv : 3 68 LAGV S E YEL PEDPRWEL PRDR LVLGK P LG EG C FGQV V LA E A I G LDKD K PNR VTKVAVKML 42 7 

LAGVSEYELPEIDPRWELPRDRLVLGKPLGEGCFGQVVLAEAIGLDKDKPNRVTKVAVKML 
Sbjct: 2 95 LAGVSEYELPEDPRWELPRDRLVLGKPLGEGCFGQWLAEA I GLDKDKPNRVTKVAVKML 3 54 

Query: 428 KSDATEKDLSDLISEMEMMKMIGKHKNI INLLEACTQDGPLYVI VEYASKGNLREYLQAR 487 

KSDATBKDLSDLI SEMEMMKMIGKHKNT INLL ACTQDGPLYV I VEYASKGNLREYLQAR 
Sbjct: 355 KSDATEKDLSDL I SEMEMMKMIGKHKNI INLLGACTQDGPLYVI VEYASKGNLREYLQAR 414 

Query: 488 RPPGLEYCYNPSHNPEEQLSSKDLVSCAYQVARGMEYLASKK 52 9 

RPPGLEYCYNPSHNPEEQLSSKDLVSCAYQVARGMEYLASKK 
Sbjct: 415 RPPGLEYCYNPSHNPEEQLSSKDLVSCAYQVARGMEYLASKK 456 



sp P22455 Fibroblast growth factor receptor 4 precursor (EC 2.7.10.1) 802 AA 

FGFR4__HUMAN (FGFR-4) (CD334 antigen) [FGFR4 J [Homo sapiens (Human)] align 



Score = 839 bits (2168), Expect * 0.0 

Identities = 432/707 (61%) , Positives = 527/707 (74%) , Gaps » 29/707 (4%) 

Query: 18 LC TAR PAP T L P EQ DAL P S S EDDDDD DD S S SEEKE TDNTKPN P VAP Y WT S PEKME 71 

LC AR + TL D+L SS +DD+D S + ++ P APYWT P ++ME 

Sbjct: 100 LCLARGSMIVLQNLTLITGDSLTSS- -NDDEDPKSKRDPSNRHSYPQQ-APYWTHPQRME 156 

Query: 72 KKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHR IGGYKVRYATWS 1 1 MDSVVP 131 

KKLHAVPA TVKF+CP++G P PT+RWLK+G+ F ++RIGG ++R+ WS++M+SVVP 
Sbjct: 157 KKLHAVPAGNTVKFRCPAAGNPTPTIRWLKDGQAFHGENRIGGIRLRHQHWSLVMESWP 216 

Query: 13 2 SDKGNYTCIVENEYGSINHTYQLDVVERSPHRPILQAGLPANKTVALGSNVEFMCKVYSD 191 

SD+G YTC+VEN GSI + Y LD V+ ERS PHR P I LQAGLP AN T +GS+VE +CKVYSD 
Sbjct: 217 SDRGTYTCLVENAVGS I RYNYLLDVLERSPHRPI LQAGLPANTTAVVGSDVELLCKVYSD 276 

Query: 192 PQPHIQWLKHI EVNGSKI GPDNLPYVQILKHSGINSSDAEVLTLFNVTEAQSGEYVCKVS 2 51 

QPHIQWLKHI +KGS G D PYVQ+LK + INSS+ EVL L NV+ +GEY C 
Sbjct: 27 7 AQPH I QWLKH I VINGSS FGADGFP YVQVLKTAD INS SEVEVL YLRNVSAEDAGEYTCLAG 33 6 

Query: 252 NYIGEANQSAWLTVTRPVAKALEERP AVMTSPLYLEI I IYCTGAFLI SCMLGSVIIY 308 

N IG + Q SAW LTV EE P A Y +II+Y +G+ ++ +L +Y 

Sbjct: 337 NSIGLSYQSAWLTVLP EEDPTWTAAAPEARYTDI ILYASGSLALAVLLLLAGLY 390 

Query: 30 9 KMKSGTKKSDFHSQ - -MAVHKL AKS I PLRRQVT VSADS S ASMNSGVLL VR PSR L S S SGT P 3 66 

+ G H + V KL + + PL RQ ++ + SS +S LVR RLSSSG 

Sbjct: 3 91 R GQ ALHGRH P R P P AT VQKL S R - F P L ARQ F S L E S G S S GKS S S S - - L VRG VR.L S S SGP A 444 

Query: 367 MLAGVSEYELPEDPRWELPRDRLVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKM 426 

+LAG+ +LP DP WE PRDRLVLGKPLGEGCFGQW AEA G+D + P+ + + VAVKM 
Sbjct: 445 LLAGLVSLDLPLDPLWEFPRDRLVLGKPLGEGCFGQWRAEAFGMDPARPDQASTVAVKM 504 

Query: 427 LKSDATEKDLSDL I SEMEMMKMIGKHKNI INLLEACTQDGPLYVI VEYASKGNLREYLQA 486 

LK +A+ + KDL+DL+SEME+MK+ IG-f-HKNI INLL CTQ + GPLYVIVE A+KGNLRE+L+A 
Sbjct: 505 LKDNASDKDLADLVSEMEVMKLIGRHKNIINLLGVCTQEGPLYVIVECAAKGNLREFLRA 564 

Query: 48 7 RRPPGLEYCYNPSHNPEEQLSSKDLVSCAYQVARGMEYLASKKCIHRDLAARNVLVTEDN 54 6 

RRPPG + + + E LS LVSCAYQVARGM+YL S + KC I HRDLAARNVLVTEDN 
Sbjct: 565 RRP P G PD LSPDGPRSSEGPLS F P VL V S C AYQV ARGMQ YL E SRKC I HRDL AARNVL VT EDN 624 

Query: 54 7 VMKIADFGLARDIHHIDYYKKTTNGRLPVKWMAPEALFDRI YTHQSDVWSFGVLLWEIFT 60 6 

VMKIADFGLAR +HHID YYKKT+NGRLPVKWMAPE ALFDR+ YTHQSDVWS FG + LLWE I FT 
Sbjct: 62 5 VMKI ADFGLARGVHH IDYYKKTSNGRLPVKWMAPEALFDRVYTHQSDVWSFG ILLWE IFT 684 

Query: 607 LGGSPYPGVPVEELFKLLKEGHRMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVEVLD 666 
LGGS P YPG+ PVEELF LL + EGHRMD + P +C ELY +MR+CWHA PSQRPTFKQLVE LD 
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Sbjct: 685 LGGSPYPGIPVEELFSLLREGHRMDRPPHCPPELYGLMRECWHAAPSQRPTFKQLVEALD 744 

Query: 667 RIVALTSNQEYLDLSIPLDQYSPSFPDTRSSTCSSGEDSVFSHEPLP 713 

+++ L ++EYLDL + YSPS D SSTCSS DSVFSHfPLP 

Sbjct: 745 KVL - LAVSEEYLDLRLTFGPYSPSGGDA- SSTCSS -SDSVFSHDPLP 788 



tr Q8TDA0 Fibroblast growth factor receptor 4 {Fibroblast growth factor 802 AA 

Q8TDA0_HUMAN receptor 4, isoform CRAb) [FGFR4] [Homo sapiens align 
(Human) ] 

Score = 839 bits (2167), Expect = 0.0 

Identities = 432/707 (61%), Positives = 527/707 (74%), Gaps = 29/707 (4%) 

Query: 18 LCTARPAP TLPEQDALPSSEDDDDDDDSSSEEKETDNTKPNPVAPYWTSPEKME 71 

LC AR + TL D + L SS +DD+D S + ++ P APYWT P++ME 

Sbjct: 100 LCLARGSMIVLQNLTLITGDSLTSS - -NDDEDPKSHRDLSNRHSYPQQ-APYWTHPQRME 156 

Query: 72 KKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDPIRIGGYKVRYATWSI I3VIDSWP 131 
KKLHAVPA TVKF+CP++G P PT+RWLK+G+ F ++RIGG + -R + WS++M+SWP 
15 7 KKLHAVPAGNTVKFRCPAAGNPTPTIRWLKDGQAFHGENRIGGIRLRKQHWSLVMESVVP 216 



SbjCt: 

Query: 

SbjCt : 
Query : 
Sbjct : 
Query : 

SbjCt : 



13 2 SDKGNYTCI VENEYGS INHTYQLDWERS PHRP I LQAGLPANKTVALGSNVEFMCKVYSD 191 

SD-G YTC+VEN GSI + Y LDV+ERSPHRPI LQAGLPAN T 4-GS+VE +CKVYSD 
217 SDRGTYTCLVENAVGSIRYNYLLDVLERSPHRP I LQAGL P ANTT AWGSDVE LL CKVY SD 2 7 6 

192 PQPH IQWLKH I EVNGSKI GPDNLPYVQ I LKHSGINS SDAEVLTLFNVTEAQSGEYVCKVS 2 51 

QPH IQWLKH I +NGS G D PYVQ + LK + INSS + EVL L NV+ +GEY C 
277 AQPHIQWLKHIVINGSSFGADGFPYVQVLKTADINSSEVEVLYLRNVSAEDAGEYTCLAG 3 3 6 

2 52 NY I GEANQ £ AWLTVTR P V AKAL EERP AVMTSPLYLEI 1 1 YCTGAFL I SCMLGSVI I Y 3 08 

N IG + QSAWLTV EE P A Y + II + Y +G+ ++ + L +Y 

3 3 7 NS I GLSYQSAWLTVLP E ED PT W T AAAPE AR YTD 1 1 LYASGSLALAVLLLLAGLY 3 90 



Query: 309 KMKSGTKKSDFHSQ- -MAVHKLAKSIPLRRQVTVSADSSASMNSGVLLVRPSRLSSSGTP 3 66 

+ G H + V KL+ + PL RQ ++ + SS +S LVR RLSSSG 

Sbjct: 391 R GQALHGRHPRPPATVQKLSR-PPLARQFSLESGSSGKSSSS--LVRGVRLSSSGPA 444 

Query: 367 MLAGVSEYELPEDPRWELPRDRLVLGKPLGEGCFGQWLAEAIGLDKDKPNRVTKVAVKM 42 6 

+LAG+ +LP D? WE PRDRLVLGKPLGEGCFGQW AEA G+D + P+ + + VAVKM 
Sb j ct : 4 4 5 LLAGLVSLDLPLDPLWEFPRDRLVLGKPLGEGCFGQWRAEAFGMDPARPDQASTVAVKM 5 04 

Query: 42 7 LKSDATEKDL SDL I S EMEMMKM IGKHKN I INLLEACTQDGPL YV I VEYASKGNLRE YLQ A 48 6 

LK +A+ +KDL+DL+ SEME+MK+ IG+HKNI INLL CTQ-t-GPLYVIVE A+KGNLRE+L+A 
Sbjct: 505 LKDNASDKDIADLVSEMEVMKLIGRHKNIINLLGVCTQEGPLYVIVECAAKGNLREFLRA 564 

Query: 487 RR P PG L EY C YNP SHNP EEQ L S S KDL VS CA YQ VARGM EYL AS KK C I HRDL AARNV L VTEDN 546 

RRPPG + + + E LS LVSCAYQVARGM+YL S + KC I HRDL AARNV LVT EDN 
Sbjct: 5 65 RRPPGPDLSPDGPRSSEGPLSFPVLVSCAYQVARGMQYLESRKCIHRDLAARNVLVTEDN 62 4 

Query: 547 VMK I ADFGL ARD I HH I D Y YKKTTNGRL P VKWMAPE ALFDR 1 YTHQ SDVW SFGVLLWE I FT 606 

VMKI ADFGLAR +HHIDYYKKT+NGRLPVKWMAPEALFDR+ YTHQSDVWSFG+LLWEI FT 
Sbjct: 625 VMK I ADFGLARGVHH I DYYKKT SNGRLPVKWMAPE ALFDRVYTHQSDVWSFGI LLWE I FT 684 

Query: 607 LGGSPYPGVPVEELFKLLKEGHRMDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVEVLD 666 

LGGSPYPG+PVEELF LL+EGHRMD+P +C ELY +MR+CWHA PSQRPTFKQLVE LD 
Sbjct: 685 LGGSPYPGIPVEELFSLLREGHRMDRPPHCPPELYGLMRECWHAAPSQRPTFKQLVEALD 744 

Query: 667 RIVALTSNQEYLDLSIPLDQYSPSFPDTRSSTCSSGEDSVFSHEPLP 713 

+ L ++EYLDL + YSPS D SSTCSS DSVFSK+PLP 

Sbjct: 745 KVL -LAVSEEYLDLRLTFGPYSPSGGDA- SSTCSS -SDSVFSHDPLP 788 



tr Q71TWB 



Fibroblast growth factor receptor 4, soluble-form splice variant 762 AA 



Q71TW8_HUMAN [FGFR4] [Homo sapiens (Human)] 



align 



Score = 805 bits (2078), Expect = 0.0 

Identities = 414/700 (59%) , Positives - 501/700 (71%) , Gaps 



55/700 (7%) 



Query: 18 LCTARPAPTLPEQDAL PSSEDDDDDDDSSSEEKETDNTKPNPVAPYWTSPEKMEKK 73 

LC AR + + + L S+ +DD+D S + ++ P APYWT P + +MEKK 

Sbjct: 100 LCLARGSMIVLQNLTLITGDSSTSSNDDEDPKSHRDLSNRHSYPQQ-APYWTHPQRMEKK 158 

Query: 74 LKAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHRIGGYKVRYATWSIIMDSWPSD 13 3 

LHAVPA TVKF + CP + + G P PT+RWLK+G+ F +RIGG + + R+ WS-f+M+SWPSD 

Sbjct: 159 LHAVPAGNTVKFRCPAAGNPTPTIRWLKDGQAFHGGNRIGGIRLRHQHWSLVMESWPSD 218 

Query: 13 4 KGNYTCI VENEYGS INHTYQLDVVERSPHRP I LQAGLP AN KTVALGSNVEFMCKVYSDPQ 193 

+G YTC+VEN GSI + Y LDV+ERSPHRPI LQAGLPAN T +GS+VE +CKVYSD Q 

Sbjct: 219 RGTYTCLVENAVGSIRYNYLLDVLERSPHRPILQAGLPANTTAWGSDVELLCKVYSDAQ 278 
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Query: 


194 


Sbjct : 


279 


Query: 


254 


Sbj ct : 


339 


Query: 


314 


Sbj Ct : 


384 


Query: 


374 


Sbjct : 


412 


Query: 


434 


Sbjct : 


472 


Query: 


494 


Sbjct : 


532 


Query: 


554 


SbjCu : 


592 


Query : 


614 


Sbjct : 


652 


Query : 


674 


Sbjct : 


711 



PHXQWLKHI +NGS G D PYVQ+LK + INSS+ EVL L NV+- 



IG + Q SAW LTV 



P P 

-PGTGRTP- 



+ C + + ++SG 

-HLTCDSLTPAGRTKSPTLQFSLESG 3 83 



LVR RLSSSG + LAG+ 
-LVRGVRLSS3GPALLAGLVS 411 



+LP DP WE PRDRLVLGKPtiGEGCFGQW AEA G+D +P++ + VAVKMLK +A+^- 



KDL+DL+SEME+MK+IG+HKNIINLL CTQ+GPLYVIVE A+KGNLRE+L+ARRPPG + 



LVSCAYQVARGM+YL S+KCIHRDLAARNVLVTEDNVMKIADF 



GLAR +HHIDYYKKT+NGRLPVKWMAPEALFDR+YTHQSDVWSFG+LLWEIFTLGGSPYP 



G+PVEELF LL + EGHRMD + P +C ELY +MR+CWHA PSQRPTFKQLVE LD+ + + L 



SSTCSS DSVFSH+PLP 



tr Q8IXC7 Isoform of FGFR2 [FGFR2 AT-IJ [Homo sapiens (Human)] 709 AA 

Q8IXC7_HUMAN align 



Score = 770 bits (1989), Expect = 0.0 

Identities = 420/753 (55%), Positives - 502/753 (66%), Gaps » 83/753 (11%) 

MWGWKCLLFWAVLVTATLCTARPAPTLPEQDALPSSEDDDDDDDSSSKEKETDNTKPNPV 60 
M W + V+ ATL ARPt +L E L E P 
MVSWGRFICLWVTMATLSLARPSFSLVEDTTLEPEE PP 39 

APYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHR IGGYKV 117 

Y S + +++ ++++ +C + W K+G P++R IG Y 

TKYQIS Q PEVYVAAPGES LEVRCLLKD AA - - VI SWTKDGVHLGPNNRTVLIGEY- - 91 

RYATWSIIMDSWPSDKGNYTCIVENEYGSINHTYQLDWE 158 

+ + PDGYC S + ++V + 
LQ I KGAT P RD S GL Y ACT AS R TVD S E TW Y FMVNVTD A I S S GDD EDD TDGAED F V S 14 5 



Query : 


1 


Sbjct : 


1 


Query : 


61 


Sbjct : 


40 


Query : 


118 


Sbjct : 


92 


Query: 


159 


Sbjct: 


146 


Query: 


213 


Sbjct: 


202 


Query: 


272 


Sbjct: 


252 


Query: 


332 


Sbjct: 


310 


Query: 


390 


Sbjct : 


370 


Query: 


450 


SbjCt : 


430 


Query: 


510 


Sbjct : 


490 


Query: 


570 



+P P ++WLK 



NG + + 
-NGKEFKQE 2 01 



+ G + L + +V + GYCVNGN + LV P 

-RIGGYKVRMQHWSLIMESWPSDKGISrYTCWENEYGSINHTYHLDWAP- - 



+ SP YLEI IYC G FLI+CM+ +VI + +MK+ TKK DF SQ AVHKL K 
- GREKEITASPDYLEIAI YCI GVFL I ACMWT V I L CRMKNTT KKPD F S S Q P A VHKLT KR 3 0 9 



IPLRRQVTVSA+SS+SMNS LVR +RLSS+ TPMLAGVSEYELPEDP+WE PRD+L 



LGKPLGEGCFGQW+AEA+G+DKDKP 



VAVKMLK DATEKDLSDL+SEMEMMKMI 



GKHKNIINLL ACTQDGPLYV I VEY ASKGNLRE YL + ARRPPG+ EY Y + 



PEEQ++ K 



DLVSC YQ+ARGMEYLAS+KCIHRDLAARNVLVTE+NVMKIADFGLARDI++IDYYKKTT 



NGRLPVKWMAPEALFDR+YTHQSDVWSFGVL+WEIFTLGGSPYPG+PVEELFKLLKEGHR 
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Sbjct : 


550 


Query : 


630 


Sbjct : 


610 


Query : 


690 


Sbjct: 


670 



550 NGRLPVKWMAPEALFDRVYTHQSDVWSFGVLMWEIFTLGGSPYPGIPVEELFKLLKEGHR 60 9 

MDKPSNCTNELYMMMRDCWHAVPSQRPTFKQLVEVLDRIVALTSNQEYLDLSI PLDQYSP 63 9 
KD KP -f N CTNE L YMMMRD CWHAVP S Q R PTFKQLVE LDRI + LT+N+EYLDLS PL+QYSP 
I^KPANCTNELYMI'IMRDCWHAVPSQRPTFKQLVEDLDRILTLTTNEEYLDLSQPLEQYSP 66 9 

SFPDTRSSTCSSGEDSVFSHEPLPEEPCLPRHP 72 2 
S+PDTRSS CSSG+DSVFS + P + P EPCLP++P 



tr Q96KE5 

Q96KE5_HIMAN 



Fibroblast growth factor receptor 4 variant [Homo sapiens (Human)] 592 AA 

align 



Score » 735 bits (1898), Expect = 0.0 

Identities = 377/593 (63%), Positives = 452/593 (76%), Gaps = 20/593 (3%) 

^SWPSDKGNYTCIVENEYGSINHTYQLDWERSPHRPILQAGLPANKTVALGSNVEFM 185 
M+SVVPSD+G YTC+VEN GSI + Y LDV+ERSPHRPI LQAGLPAN T +GS+VE + 
MESWPSDRGTYTCLVENAVGSIRYNYLLDVLERSPHRPILQAGLPANTTAWGSDVELL 60 



CKVYSD QPHIQWLKHI +NGS G D PYVQ+LK. + INSS 



Query : 


126 


Sbjct : 


1 


Query : 


186 


Sbjct : 


61 


Query : 


246 


Sbj ct : 


121 


Query : 


303 


Sbjct : 


175 


Query : 


361 


Sbj Ct : 


229 


Query: 


421 


Sbjct: 


289 


Query: 


481 


Sbjct : 


349 


Query : 


541 


Sbjct : 


409 


Query: 


601 


SbjCt : 


469 


Query: 


661 


SbjCt : 


529 



Y C N IG + QSAWLTV 



Y +II+Y +G+ + + +L 



+ + ++ G H + V KL++ PL RQ ++ + SS +S LVR RL 

-LLARLYRGQALHGRHPRPPATVQKLSR-FPLARQFSLESGSSGKSSSS - - LVRGVRL 22 8 



SSSG +LAG+ +LP DP WE PRDRLVLGKPLGEGCFGQW AEA G+D + P+ + + 



VAVKMLK +A++KDL+DL+ SEME+MK+ IG+HKNI INLL CTQ+GPLYVIVE A-t-KGNL 



RE+L+ARRPPG 



LVSCAYQVARGM+YL S+KCIHRDLAARNV 



LVTEDNVMKIADFGLAR +HHIDYYKKT+NGRLPVKWMAPEALFDR+YTHQSDVWSFG+L 



LWEIFTLGGSPYPG+PVEELF LL+ EGHRMD+ P + C ELY +MR+CWHA PSQRPTFKQ 



LVE LD + + + L ++SYLDL + 



SSTCSS DSVFSH+PLP 



Sp_vs ?2 1802 -15 



FGFR2_HUMAN (Human)] 



Isoform 15 of P21802 - Homo sapiens (Human) [FGFR2] [Homo sapiens 705 AA 



align 



Score = 685 bits (1768), Expect * 0.0 

Identities = 390/758 (51%) , Positives = 480/758 (63%) , Gaps « 97/758 (12%) 

KWGWKCLLFWAVLVTATLCTARPAPTLPEQDALPSSEDDDDDDDSSSEEKETDNTKPNPV 6 0 
M W + V+ ATL ARP+ +L E L E P 
MVSWGRFICLWVTMATLSLARPSFSLVEDTTLEPEE PP 39 



Y S + +++ ++++ + C + W K+G P + +R IG Y 

TKYQIS - -QPEVYVAAPGESLEVRCLLKDAA-- - VISWTKDGVHLGPNNRTVLIGEY- 



+ + PDGYC S + 4-+V + 

- LQIKGATPRDSGLYACTASRTVDSETWYFMVNVTDAI SSGDDEDDTDGAEDFVS 145 

-RSPHRPILQAGLPANKTVALGSNVEFMCKVYSDPQPHIQWLKHIEVNGSKIGPD 212 

R+P+ + V + V+F C +P P + +WLK NG + + 

KRAPYWTNTEKMEKRLHAVPAANTVKFRCPAGGNPMPTMRWLK NGKEFKQE 2 01 

Q I LKHSGINS SDAE - VLTLFNVTEAQSGEYVCKVSNYIGEANQSAWLTVT 2 66 



Query : 


1 


Sbjct : 


1 


Query: 


61 


Sbjct : 


40 


Query : 


118 


SbjCt : 


92 


Query : 


159 


Sbj Ct : 


146 


Query: 


213 
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Sb j C t : 


2 02 




267 


Sb j Ct : 


2 55 




3 2 7 


Sbj Ct : 


3 04 




3 85 


Sbj Ct : 


361 




445 


Sb j Ct : 


421 




5 05 


Sb j Ct : 


481 


Query : 


565 


Sbjct : 


541 


Query : 


625 


SbjCt : 


601 


Query : 


685 


Sbjct : 


661 


tr Q5 9FL9 


Q59FL9_ 


Score 


= I 


Identities 


Query: 


34 


Sbjct : 


216 


Query : 


94 


Sbj Ct : 


270 


Query : 


154 


Sbj Ct : 


330 


Query: 


214 


Sbj Ct : 


390 


Query: 


272 


Sbj Ct : 


449 


Query: 


332 


SbjCt: 


504 


Query: 


392 


Sbjct : 


563 


Query : 


452 


SbjCt : 


623 


Query: 


512 


Sbjct : 


683 



+ G + L + +V + GYCVKT G N 4- LV 

- RI GGYKVRNQHWSL I ME SWP SDKGNYT CWENE YG S I NHTYHLDWER S PH 



254 

R P VAKAL EER PAVMT S P L Y L E 1 1 1 YCTGAFL ISCMLGSVII YKMKSGTKKSDPHSQMAVH 3 2 6 
RP+ +A PA +4-4- ++ C + + I + K+G4-K 

RPILQA- - GLPANASTWGGDVEFVCK - VYSD AQ PH I QW I KHVEKNGS KYG P 3 0 3 

KLAKSIPLRRQVTVSADSSASMNSGVLLVR- PSRLSSSG -TPMLAGVSEYELPEDPRWEL 3 84 

4-P 4-4- VSA+SS+SMNS LVR 4-RLSS+ TPMLAGVSEYELPEDP4-WE 
DGLPYLKVLKVSAESSSSMMSNTPLVRITTRLSSTADTPMLAGVSEYELPEDPKWEF 3 6 0 

PRDRLVLGKPLGEGCPGQVVLAEAI GLDKDKPNRVTKVAVKMLKSDATEKDLSDL I SEME 4 44 
PRD-fL LGKPLGEGCFGQW+AEA+G+DKDKP VAVKMLK DATEKDLSDL+ SEME 

PRDKLTLGKPLGEGCFGQVVMAEAVGIDKJDKPKEAVTVAVKMLKDDATEKDLSDLVSEME 4 2 0 

MMKMIGKHKNI I.NLLEACTQDGPLYV I VEYASKGNLREYLQARRPPGLEYCYNPSHNPEE 5 04 
MMKMIGKHKNI INLL ACTQDGPLYVIVEYASKGNLREYL+ARRPPG+EY Y + 4- PEE 

MMKMIGKHKNI INLLGACTQDGPLYV IVEYASKGNLREYLRARRPPGMEYSYBIMRVPEE 4 80 

QLSSKDLVSCAYQVARGMEYIASKKCIHRDLAAP^r/LVTEDNVNIKIADFGLARDIHHIDY 564 
Q + + KDLVSC YQ+ARGMEYLAS4-KCIHRDLAARNVLVTE4-NVMKIADPGJLARDI + 4-IDY 

QMTFKDLVSCTYQLARGMEYLASQKCIHRDLAARWVLVTENNVMKI 54 0 

YKKTTNGRLPVKWMAPEALFDRIYTHQSDVWSFGVLLWEIFTLGGSPYPGVPVEELFKLL 624 
YKKTTNGRLPVKWMAPEALFDR+YTHQSDVWSFGVL+WEIFTLGGSPYPG+PVEELFKLL 

YKKTTNGRLPVKWMAPEALFDRVYTHQSDWSFGVLMWEIFTLGGSPYPGI PVEELFKLL 6 0 0 

KEGHRMDKPSNCTNELYMI^RDCWHAVPSQRPTFKQLVEVLDRIVALTSNQEYLDLS IPL 6 84 
KEGHRMDKP+NCTMELYMMMRDCWHAVPSQRPTFKQLVE LDRI+ LT+N+EYLDLS PL 

KEGHRMDKPANCTNELYMMMRDCWHAVPSQRPTFKQLVEDLDRILTLTTNEEYLDLSQPL 660 

DQYSPSFPDTRSSTCSSGEDSVFSHEPLPEEPCLPRHP 72 2 

4-QYSPS4-PDTRSS CSSG+DSVFS 4-P4-P EFCLP + 4-P 

EQ YSPSYPDTRSS - CSSGDDSVFSPDPMPYEPCLPQYP 6 97 



Fibroblast growth factor receptor 3 isoform 1 variant (Fragment) 87 9 AA 
[Homo sapiens (Human) 3 align 



346/539 (64%) , Positives = 421/539 (78%) , Gaps = 15/539 (2%) 



PSS DD+D +D 



E + + T 4- APYWT PE+M+KKL AVPAA TV+F4-CP++G P 
-EAEDTGVDTGAPYWTRPERMDKKLLAVPAANTVRFRCPAAGNP 2 6 9 



P++ WLKNG+EF4- 4-HRIGG K+R + WS++M+SWPSD+GNYTC+VEN++GSI TY 



LD V+ ER S PHRP I LQAGLP AN+T LGS4-VEF CKVYSD QPHIQWLKH+EVNGSKh-GPD 



PYV +LK +G M4-+-D E VL+L NVT 



N IG 4-4- SAWL V 



+Y 14- Y G FL 



4-4- +V 4- + + + S KK 



PL+RQ VS 4-S4-ASM4-S 



LVR 4-RLSS P LA VSE ELP DP4-WEL R RL L 



GKPLGEGCFGQW+AEAIG+DKD + 



VAVKMLK DAT4-KDLSDL4-SEMEMMKMIGK 



HKNIINLL ACTQ GPLYV4-VEYA4-KGNLRE+L4-ARRPPGL4- Y 4-4- 



PEEQL4- KDL 



VS CAYQVARGMEYL AS 4- KC I HRDL AARNVLVTEDNVMKI ADFGLARD 4-H 4- +DY YKKTTN 



tr A8E633 Putative uncharac terized protein (Fragment) [Homo sapiens (Human)] 480 AA 

A8ES3 3_human align 
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Score * 646 bits (1667) , Expect - 0.0 

Identities = 328/474 (69%) , Positives = 383/474 (80%) , Gaps = 9/474 {1%} 

SGEYVCKVSNY IGEANQSAWLTVTRPVAKALEERPAVMTSPLYLEI I IYCTGAFL I SGML 3 02 
+ GEY C N IG ++ SAWL VP+LEA +YI+YGFL ++ 

AGEYTCPAGNSIGFSHHSAWLVVL - PAEEELVE - - ADEAGSVYAGI LS YGVGFFLFI LW 6 4 

GSVI IYKMKSGTKKSDFHSQMAVHKLAKSIPLRRQVTVSADSSASMNSGVLLVRPSRLSS 3 62 
+V + + + + S KK VHK+++ PL+RQV S +S+ASM+S LVR + RLSS 



P LA VSE ELP DP^WEL R RL LGKPLGEGCFGQW+AEAIG+DKB + + 



AVKMLK DAT+KDLSDL+SEMEMMKMIGKHKNIINLL AGTQ GPLYV+VEYA+KGNLRE 



+L+ARRPPGL-rY + + PEEQL+ KDLVSCAYQVARGMEYLAS+KCIHRDLAARNVLV 



T EDNVMK I AD FGLARD + H + + D Y Y KKT TNGR L P VKWMAP EAL FDR + YTHQSDVW SFGVLLW 



EI FTLGGSPYPG+PVEELFKLLKEGHRMDKP+NCT+ +LYM+MR+ CWHA PSQRPTFKQLV 



E LDR++ + TS EYLDLS P +QYSP DT SS + SSG+DSVF+H+ LP P 



FGFR3 protein (Fragment) [FGFR3] [Homo sapiens (Human)] 480 AA 

_HUMAN align 

646 bits (1666), Expect =0.0 

s = 328/474 (69%) , Positives = 383/474 (80%) , Gaps - 9/474 (1%) 

SGEYVCKVSNYIGEANQSAWLTVTRPVAKALEERPAVMTSPLYLEI I I YCTGAFLISCML 3 02 
+GEY C N IG ++ SAWL V P + L E A +Y 1+ Y G PL + + 

AGE YTCLAGNS I GFSHHS AWLWL - PAEEELVE - -ADEAGSVYAGI LSYGVGFFLFI LW 64 

GSVI IYKMKSGTKKSDFHSQMAVHKLAKSIPLRRQVTVSADSSASMNSGVLLVRPSRLSS 3 62 
+V + + + + S KK VHK+++ PL+RQV S +S+ASM+S LVR -i-RLSS 



P LA VSE ELP DP+WEL R RL LGKPLGEGCFGQW+AEAIG+DKD+ 



AVKMLK DAT+KDLSDL+SEMEMMKMIGKHKNIINLL ACTQ GPLYV+VEYA+KGNLRE 



+L+ARRPPGL+Y ++ PEEQL+ KDLVSCAYQVARGMEYLAS+KGIHRDLAARNVLV 



TEDNVMKIADFGLARD+K++DYYKKTTNGRLPVKWMAPEALFDR+YTHQSDVWSFGVLLW 



EIFTLGGSPYPG+PVEELFKLLKEGHRMDKP+NCT++LYM+MR+CWHA PSQRPTFKQLV 



+TS EYLDLS P +QYSP DT SS+ SSG+DSVF+H+ LP P 



sp_vs P22S07-3 I so form 3 of P22607 - Homo sapiens (Human) [FGFR3] [Homo sapiens 694 AA 

FGFR3_HUMAN (Human)] align 



Query: 


243 


Sbjct : 


8 


Query: 


303 


SbjCt : 


65 


Query: 


363 


Sb j Ct : 


120 


Query: 


423 


SbjCt: 


180 


Query : 


483 


SbjCt s 


240 


Query : 


543 


SbjCt : 


300 


Query: 


603 


Sbjct : 


360 


Query : 


663 


SbjCt : 


420 


tr Q0IJ44 


Q0IJ44_ 


Score 


= i 


Identities 


Query : 


243 


Sbj Ct : 


8 


Query: 


303 


Sbjct : 


65 


Query : 


363 


SbjCt : 


120 


Query: 


423 


SbjCt : 


180 


Query : 


483 


SbjCt : 


240 


Query: 


543 


SbjCt : 


300 


Query: 


603 


Sbj Ct : 


360 


Query: 


663 


SbjCt : 


42 0 
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Score = 625 bits (1611) , Expect = e-178 

Identities = 332/547 (60%), Positives - 393/547 (71%), Gaps » 32/547 (5%) 



Query: 


176 


SbjGt : 


166 


Query : 


236 


Sbjct : 


216 


Query : 


291 


Sbjct : 


274 


Query : 


350 


SbjCt : 


321 


Query: 


410 


SbjCt : 


381 


Query : 


470 


Sbjct : 


441 


Query : 


530 


Sb j Ct : 


501 


Query: 


590 


SbjCt : 


561 


Query : 


650 


Sbjct : 


621 


Query : 


710 


SbjCt : 


680 


Score 




Identitie: 


Query: 


34 


Sbjct : 


129 


Que ry : 


94 


Sbjct : 


183 


Query: 


154 


SbjCt : 


243 


Query: 


214 


Sbj Ct : 


303 


tr Q59F30 


Q59F30_ 


Score 




Identitie; 


Query : 


268 


SbjCt : 


580 


Query : 


324 


SbjCt : 


637 


Query: 


384 


SbjCt : 


694 


Query: 


444 



+ P P I WLK 



NG + +4- L+H + L + 

- NGREFRGEHR I GG I KLRHQQWS LVM 215 



G Y C V N 



-RPVAKALEERPAVMTSPLYLEIII 2 90 
RP+ +A PA T+ L ++ 



+Y + H ++ K+ P + VS +S^ASM+ 

-VYSDAQPHIQWLKHVEVNGSKVGPDGTPYVTVLKVSLESNASMS 32 0 



LVR +RLSS P LA VSE ELP DP+WEL R RL LGKPLGEGCFGQW+AEAI 



VAVKMLK DAT+KDLSDL+SEMEMMKMIGKHKNIINLL ACTQ GPLY 



V+VEYA+KGNLRE+L+ARRPPGL+Y ++ 



PEEQL+ KDLVSCAYQVARGMEYLAS+K 



C I HRDLAARNVLVTEDNVMK I ADFGLARD + H+ +DYYKKTTNGRLP VKWMAPEALFDR+ YT 



HQSDVWSFGVLLWE I FTLGGS PYPG+PVEELFKLLKEGHRMDKP+NCT+ +LYM+MR+CWH 



A PSQRPTFKQLVE LDR++ +TS EYLDLS P +QYSP DT SS+ SSG+DSVF+H 



280 bits (717) , Expect - 5e-75 



PSS DD+D +D 



E ++T + APYWT PE+M+KKL AVPAA TV+F+CP++G P 
- EAEDTGVDTGAP YWTRPERMDKKLLAVPAANTVRFRCPAAGNP 18 2 



P + + WLKNG+EF+ +HRIGG K+R+ WS++M+SWPSD+GNYTC+VEN++GSI TY 



LDV+ERSPHRPILQAGLPAN+T LGS+VEF CKVYSD QPK I QWL KH + EVNG S K + G PD 



PYV + LK S 



SGE 



Fibroblast growth factor receptor 4 variant (Fragment) [Homo sapiens 1034 AA 
(Human) 3 align 



V KL+ + PL RQ ++ + SS 



+ S 



LVR RLSSSG +LAG+ +LP DP WE 



PRDRLVLGKPLGEGCFGQW AEA G+D +P + + + VAVKMLK +A+ + KDL+DL+SEM 



E+MK+IG+HKNIINLL CTQ+GPLYVIVE A+KGNLRE+L+ARRPPG + 
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Sbjct: 754 EVMKLIGRHKNI INLLGVCTQEGPLYVIVECAAKGNLREFLRARRPPGPDLSPDGPRSSE 813 



Query: 
Sbjct : 
Query: 
Sbjct : 
Query: 
Sbjct : 
Query : 
Sbjct : 



5 04 EQLSSKDLVSCAYQVARGMEYLASKKCIHRDLAARNVLVTEDNVMKIADFGLARDIHHID 5 63 

LS LVSCAYQVARGM+YL S+KCIHRDLAARNVLVTEDNVMKI ADFGLAR +HHID 
814 GPLSFPVLVS CAYQVARGMQYLESRKC I HRDLAARNVLVTEDNVMKI ADFGLARGVHH ID 8 7 3 

5 64 YYBCKTTNGRLPVKWMAPEALFDRIYTHQSDVWSFGVLLWEI FTLGGSPYPGVPVEELFKL 62 3 

YYKKT+NGRLPVKWMAPEALFDR+ YTHQSDVWSFG+LLWEI FTLGGSPYPG+PVBELF L 
8 74 YYKKTSNGRLPVKWMAPEALFDRVYTKQSDVWSFGILLWEIFTLGGSPYPGIPVEELFSL 93 3 

624 LKEGHRI^KPSNCTNELYMMMRDC^HAVPSQRPTFKQLVEVLDRIVALTSNQEYLDLS IP 6 83 

L+EGHRMD+P +C ELY +MR+CWHA PSQRPTFKQLVE LD+++ L ++EYLDL + 
93 4 LREGHRMDRPPHCPPELYGLMRECWHAAPSQRPTFKQLVEALDKVL-LAVSEEYLDLRLT 9 92 

684 LDQYSPSFPDTRSSTCSSGEDSVFSHEPLP 713 

Y3PS D SSTCSS DSVFSH+PLP 
993 FGPYSPSGGDA- SSTCSS- SDSVFSHDPLP 102 0 



Score = 295 bits {754} , Expect = 2e~79 

Identities = 134/209 (64%) , Positives = 164/209 {78%) 

Query: 5 7 PNPVAPYWTSPEKMEKKLHAVPAAKTVKFKCPSSGTPNPTLRWLKNGKEFKPDHRIGGYK 116 

P P APYWT P++MEKKLHAVPA TVKF+CP++G P PT+RWLK+G+ F ++RIGG + 
Sb j C t : 2 5 7 PCPPAPYWTHPQRMEKKLHAVPAGNTVKFRCPAAGNPTPTIRWLKDGQAFHGENR I GGIR 316 

Query: 117 VRYATWS I IMDSWPSDKGNYTC I VENEYGS INHT YQLDWERSPHR.P ILQAGLPANKTV 17 6 

+R+ WS++M+SWPSD+G YTC+VEN GSI + Y LDV+ERSPHRPILQAGLPAN T 
Sb j Ct : 317 LRHQHWSLVME SWP SDRGT YTCLVENAVGS I RYNYLLDVLERS PHRP I LQAGLP ANTTA 3 7 6 

Query: 177 ALGSNVEFMCKVYSDPQPHIQWLKHIEVNGSKIGPDNLPYVQILKHSGINSSDAEVLTLF 2 36 

+GS+VE +CKVYSD QPHIQWLKHI +NGS G D PYVQ+LK + INSS+ EVL L 
SbjCt: 377 WGSDVELLCKVYSDAQPHIQWLKHIVINGSSFGADGFPYVQVLKTADINSSEVEVLYLR 436 

Query: 23 7 NVTEAQSGEYVCKVSNYIGEANQSAWLTV 2 65 

NV+ +GEY C N IG + QSAWLTV 
Sbjct: 437 NVSAEDAGEYTCLAGNS IGLSYQSAWLTV 4S5 



Subset of the database (s) listed below 

Number of letters searched: 35,064,127 
Number of sequences searched: 82,088 

Database: UniProtKB Homo sapiens 

Posted date: Nov 12, 2007 6:33 PM 
Number of letters in database: 25,263,043 
Number of sequences in database: 64,42 6 

Database: UniProtKB_HUMAN . 01 

Posted date: Nov 12, 2007 6:36 PM 
Number of letters in database: 9,801,084 
Number of sequences in database: 17,662 

Lambda K H 

0.316 0.133 0.405 

Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB : 59,077,092 

Number of Sequences: 2526181 

Number of extensions: 2919052 

Number of successful extensions: 26662 

Number of sequences better than 10.0: 1000 

Number of HSP's better than 10.0 without gapping: 1277 

Number of HSP's successfully gapped in prelim test: 935 

Number of HSP's that attempted gapping in prelim test: 15141 

Number of HSP's gapped (non-prelim) : 6214 

length of query: 733 

length of database: 35,064,127 

effective HSP length: 114 

effective length of query: 619 

effective length of database: 2 5,706,095 

effective search space: 15912072805 

effective search space used: 15912072805 

T : 11 

A: 40 

XI: 16 ( 7.3 bits) 
X2 : 38 (14 . 6 bits) 
X3 : 64 (24 . 7 bits) 
SI: 41 (21.6 bits) 
S2 : 68 (30 . 8 bits) 
Wailclock time: 4 seconds 
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ExPASy BLAST2 Interface 



http://wvtw.expasy.ch/cgi--biri/blast.pl 



Site Map 



Search ExPASy 



Contact us 



Swiss-Prot 



Proteomics tools 
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